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I	   did	   my	   internship	   for	   my	   Master’s	   degree	   thesis	   at	   Rigshospitalet,	   University	   of	  
Copenhagen,	   Faculty	   of	   Health	   and	   Medical	   Sciences,	   Department	   of	   Pathology,	  
Laboratory	  of	  Molecular	  Pathology,	  after	  winning	  an	  Erasmus	  Placement	  scholarship.	  	  
Many	  studies	  have	  shown	  that	  aberrant	  expression	  of	  microRNAs	  (miRNAs)	  is	  involved	  in	  
the	  initiation	  and	  progression	  of	  cancer,	  and	  several	  miRNAs	  have	  been	  characterized	  as	  
tumor	  suppressor	  or	  oncogenes.	  Restoring	  the	  expression	  of	  tumor	  suppressor	  genes	  by	  
epigenetic	   therapy	  has	   great	  potential	   in	   cancer	   treatment	   and	   it	   has	  been	   shown	   that	  
the	   expression	   of	   some	  miRNAs	   in	   cancer	   cells	   can	   be	   directly	   regulated	   by	   epigenetic	  
changes	   in	   their	   own	   promoters.	   However,	   the	  majority	   of	   miRNAs	   are	   located	   within	  
intronic	  regions	  of	  transcription	  units	  and	   it	  remains	  unclear	   if	   intronic	  miRNAs	  can	  also	  
be	  epigenetically	  regulated.	  The	  miR-­‐126	  is	   located	  within	   intron	  7	  of	  the	  proangiogenic	  
Epidermal	   Growth	   Factor-­‐like	   domain	   7	   (EGFL7)	   gene	   that	   is	   highly	   expressed	   in	  
endothelial	   cells	   and	   vascularized	   tissues.	  MiR-­‐126	   acts	   as	   a	   tumor	   suppressor	   gene	   in	  
certain	   types	   of	   cancers	   while	   other	   reports	   have	   described	   an	   oncogenic	   role.	   These	  
contradictory	   findings	  suggest	   that	  miR-­‐126	  may	  have	  several	   functions	  specific	   to	  each	  
type	  of	  malignancy.	  Mature	  miR-­‐126	  can	  be	  generated	  from	  three	  different	  transcripts	  of	  
EGFL7	  with	  each	  one	  having	  its	  own	  promoter	  with	  CpG	  island,	  and	  different	  studies	  have	  
shown	  expression	  correlation	  between	  the	  miR-­‐126	  and	  its	  host	  gene.	  	  
	  
Since	   the	   Laboratory	   of	   Mol.	   Pathol.	   has	   recently	   found	   miR-­‐126	   down-­‐regulation	   in	  
Malignant	   Pleural	   Mesothelioma	   (MPM),	   an	   aggressive	   cancer	   originating	   from	   the	  
mesothelial	   cells	   lining	   the	  pleura,	   in	  my	   study,	  we	  used	  Real-­‐time	  quantitative	  RT-­‐PCR	  
(RT-­‐qPCR)	   	   to	   correlate	   the	   expression	   of	   miR-­‐126	   with	   one	   of	   EGFL7	   transcripts	   in	  
patient-­‐matched	  preoperative	  diagnostic	  pleura	  biopsies	  and	  surgical	  tissue	  specimens	  of	  
MPM	   as	   well	   as	   corresponding	   non-­‐neoplastic	   pleura	   (NNP).	   Patients	   diagnosed	   with	  
MPM	  typically	  have	  a	  history	  of	  long-­‐term	  exposure	  to	  asbestos	  and	  poor	  prognosis	  with	  
a	   median	   survival	   of	   only	   9-­‐12	  months	   from	   the	   time	   of	   diagnosis.	   Our	   attention	   was	  
placed	   also	   on	   studying	   chromatin	   structural	   changes,	   such	   as	  DNA	  methylation,	  which	  
are	   important	   in	   epigenetic	   research	   and	   clinical	   diagnostics	   because	   the	   aberrant	  
methylation	   has	   been	   associated	   with	   transcriptional	   inactivation	   of	   defined	   tumor	  
suppressor	   genes	   in	   human	   cancers.	   To	   adress	   this	   issue	   we	   have	   used	   two	   different	  
methods:	  Methylation	  Sensitive	  PCR	  (MSP)	  and	  pyrosequencing.	  	  
The	   results	   of	   RT-­‐qPCR	   show	   that	   the	   primary	   transcript	   of	  miR-­‐126	   corresponds	   to	   an	  
alternative	  transcript	  of	  EGFL7	  (S2)	  and	  these	  are	  concomitantly	  downregulated	  in	  MPM	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as	  compared	  to	  NNP.	  Our	  MSP	  and	  pyrosequensing	  data	  suggest	  that	  this	  could	  be	  due	  to	  
different	   regulation	   by	   DNA	   methylation	   of	   the	   two	   CpG	   islands,	   located	   in	   the	   S2	  
promoter	   and	  around	  miR-­‐126,	   as	  MPM	  show	  a	   greater	   level	   of	  methylation	   than	  NNP	  
samples.	  	  
This	   work	   has	   improved	   our	   comprehension	   of	   the	   mechanism	   by	   which	   miR-­‐126	   is	  
regulated	  in	  MPM.	  It	  would	  be	  interesting	  in	  the	  future	  to	  analyze	  histone	  modifications	  
in	   chromatin	   structure	   to	   confirm	   the	   importance	   of	   the	   epigenetic	   mechanisms	  
regulating	  miRNA	  expression	  in	  MPM.	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1.1	   Mesothelium:	   embryological	   origin	   and	   morphological,	  
cytological	  features	  
	  
The	  mesothelium	  is	  a	  tissue	  composed	  of	  an	  extensive	  monolayer	  of	  specialized	  epithelial	  
cells	   called	   mesothelial	   cells	   (HMCs)	   that	   have	   the	   function	   to	   cover	   different	   serous	  
cavities	  of	  the	  human	  body	  (1).	  
HMCs	  extend	  over	  the	  entire	  surface	  of	  the	  three	  serosal	  cavities	  of	  the	  body	  forming	  the	  
pleura	   that	   lines	   the	   lung,	   the	   pericardium	   tha	   lines	   the	   the	   heart	   and	   finally	   the	  
peritoneum	   that	   covers	   the	   internal	   organs	   of	   the	   abdominal	   cavity	   fixing	   them	   to	   the	  
walls	  and	  helping	  to	  keep	  them	   in	  their	  natural	  position.	  Furthermore	  the	  HMCs,	   in	   the	  
male,	  cover	  the	  membranes	  that	  encircle	  the	  testes	  (2).	  
The	   embryological	   origin	   and	   the	   features	   of	   the	   cells	   that	   compose	   the	  mesothelium,	  
make	  this	  reference	  tissue	  very	  unusual.	  In	  fact,	  unlike	  all	  other	  epithelial	  tissues,	  it	  does	  
not	  develop	  from	  the	  ectoderm,	  but	  from	  mesoderm	  (1-­‐2).	  
For	   this	   reason,	   HMCs	   express	   the	   mesenchymal	   intermediate	   filaments	   vimentin	   and	  
desmin,	   as	   well	   as	   cytokeratins	   which	   are	   intermediate	   filaments	   characteristic	   of	  
epithelial	  cells	  with	  ectodermal	  origin	  (1,3).	  
Furthermore,	   the	  mixed	  phenothype	  of	   this	  kind	  of	  cells	  promotes	  several	  physiological	  
processes	  that	  are	  essential	  to	  maintain	  homeostasis.	  
In	   situ	   HMCs	   have	   usually	   a	   polygonal,	   flattened	   appearance,	   but	   can	   also	   exhibit	   a	  
cuboidal	  or	  squamous-­‐like	  pattern	  depending	  on	  their	  location	  and	  they	  are	  located	  on	  a	  
thin	  membrane	  maintained	   by	   connective	   tissue	   stroma	   that	   has	   different	   quality	   and	  
quantity	  in	  the	  three	  serous	  cavities,	  (3-­‐4).	  	  
Squamous-­‐like	   cells	   of	   about	   25	  μm	  diameter	  dominate	   the	  mesothelium,	  but	   cuboidal	  
cells	  can	  be	  found	  in	  various	  organs	  like	  liver	  and	  spleen	  and	  in	  mediastinal	  pleura	  close	  to	  
the	   septal	   folds.	   Besides,	   the	   cuboidal	   cells	   unlike	   squamous-­‐like	   cells	   show	   a	   more	  
metabolically	  active	  state	  (5).	  
An	  important	  characteristic	  of	  HMCs	  is	  the	  presence	  of	  well-­‐developed	  microvilli	  close	  to	  
luminal	  surface	  that	  have	  different	  shape,	  lenght	  and	  density.	  For	  this	  reason	  it	  is	  possible	  
to	  have	  microvilli	  on	  HMCs	  with	  different	  concentration	  on	  several	  organs,	  between	  cells	  
of	  the	  same	  tissue	  and	  on	  the	  surface	  of	  individual	  cells	  (6).	  
The	  boundaries	  between	  HMCs	  are	  tortuous,	  with	  adjacent	  cells	  often	  overlapping.	  They	  
have	   well-­‐developed	   cell–cell	   junctional	   complexes,	   including	   tight	   junctions,	   adherens	  
junctions,	  gap	  junctions	  and	  desmosomes.	  (3).	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The	  mesothelium	   is	   a	   particular	   tissue	   because	   has	   a	   very	   slow	   renewal	   but	  HMCs	   can	  
increase	  their	  turnover	  rate	  thanks	  to	  variety	  of	  agents	  and	  by	  direct	  physical	  damage.	  
The	   origin	   of	   new	  mesothelium	   is	   controversial	   in	   fact	   different	   hypotheses	   have	   been	  
reported	   different	   hypotheses	   like	  macrophages	   transformation,	  migration	   of	   HMCs	   or	  
submesothelial	   mesenchymal	   precursors,	   exfoliation	   of	   mature	   or	   proliferating	   HMCs	  
from	  different	  surfaces,	  presence	  of	  freefloating	  serosal	  reserve	  cells	  that	  replicate	  on	  the	  
wound	  surface	  and	  gradually	  differentiate	  into	  mature	  cells	  (1,3).	  
The	  main	   purpose	   of	   mesothelium	   is	   to	   produce	   a	   lubricating	   fluid,	   released	   between	  
layers,	   which	   favours	   intracoelomic	   movement	   making	   a	   slick,	   non-­‐adhesive,	   and	  
protective	  surface.	  	  
However,	   in	   last	   years	   several	   studies	   have	   allowed	   us	   to	   better	   understand	   other	  
functions	  of	  this	  tissue	  with	  dynamic	  characteristics	  in	  which	  cytological	  features	  of	  cells	  
that	  compose	  it	  have	  an	  essential	  role.	  	  
The	  mesothelium	  in	  fact	  plays	  an	  important	  role	  in	  transporting	  fluids	  and	  particulates	  by	  
pinocytic	   transport	   across	   the	   serosal	   cavities,	   in	   inflammatory	   processes	   through	  
leucocyte	   migration,	   in	   synthesis	   of	   mediators	   like	   cytokines,	   growth	   factors	   and	  
extracellular	  matrix	  proteins	   to	  help	   in	   serosal	   repair,	   	   in	   release	  of	   factors	   to	   facilitate	  
both	  the	  deposition	  and	  clearance	  of	  fibrin,	  in	  antigen	  presentation	  and	  connection	  with	  
tumour	  cells	  (2-­‐4).	  	  
Most	   studies	   in	   effect	   have	   focused	   on	   studying	   tumour	   recurrence	   following	   surgery,	  
reporting	   in	   understandable	   way	   that	   traumatized	   mesothelial	   surfaces	   are	   privileged	  
sites	  for	  tumor	  growth	  and	  dissemination	  of	  tumour	  (7).	  
HMCs	  modulate	  also	  the	  microcirculation	  by	  their	  ability	  to	  secrete	  vasodilators,	  such	  as	  
prostaglandins	   and	   nitric	   oxide,	   or	   vasoconstrictors,	   such	   as	   endothelin.	   Finally	   HMCs	  
have	  the	  capacity	  to	  uptake	  foreign	  matter	  by	  phagocytosis	  and	  this	   feature	  predispose	  
them	  to	  neoplastic	  transformation	  caused	  for	  example	  by	  asbestos	  fibers	  (8).	  
	  
	  
	  
	  
1.2	  	  	  	  Malignant	  Pleural	  Mesothelioma	  	  
1.2.1	  	  Definition	  and	  epidemiology	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The	   lungs	  are	   lined	  by	  a	  thin	  serous	  membrane,	  the	  pleura,	  which	  also	  covers	  the	   inner	  
surface	  of	  the	  chest	  wall.	  The	  pleural	  tissue	   lining	  the	   lungs	   is	  called	  visceral	  pleura	  and	  
the	  layer	  covering	  the	  chest	  names	  parietal	  pleura.	  The	  entire	  pleural	  tissue	  consists	  of	  a	  
single	   layer	   of	   mesothelium	   resting	   on	   a	   basal	   membrane	   with	   underlying	   connective	  
tissue.	   The	   latter	   is	   associated	   with	   many	   structures	   like	   lymphatic	   and	   blood	   vessels,	  
immune	  cells	  and	  fibroblast-­‐like	  cells.	  	  
The	   thin	   space	   between	   the	   two	   pleurae	   is	   known	   as	   the	   pleural	   cavity	   and	   normally	  
contains	  a	  small	  amount	  of	  pleural	  fluid	  that	  prevents	  that	  two	  pleural	  layers	  rub	  during	  
breathing	  (9).	  
This	  fluid,	  which	  has	  many	  characteristics,	  is	  produced	  by	  HMCs	  and	  continually	  circulates	  
passing	   through	   the	   intercostal	   arteries	   and	   then	   drains	   into	   the	   lymphatic	   circulation	  
(10).	  	  
The	   pleura	   is	   the	   place	   where	   many	   carcinogens	   and	   pathogens	   bring	   about	   a	   lot	   of	  
cellular	   injuries	   and	   for	   this	   reason	   the	   infectious	   and	   inflammatory	  processes	   are	   very	  
frequent	  and	  require	  diagnosis	  and	  treatments	  more	  and	  more	  specific	  (11).	  	  
Furthermore	   various	   pleural	   disorders,	   like	   chronic	   inflammation,	   are	   caused	   by	  
inhalation	   of	   industrial	   and	   natural	   fibres	   over	   a	   long	   period	   of	   time	   that	   can	   induce	  
cellular	  reactions	  both	  from	  the	  immune	  system	  and	  the	  mesothelium	  itself.	  
Cancer	  cells	  of	  many	  types,	  for	  example	  metastatic	  adenocarcinomas	  from	  other	  organs	  
can	  spreads	  into	  the	  pleural	  cavity	  but	  this	  area	  can	  be	  the	  location	  of	  different	  tumours	  
that	  arise	  from	  the	  pleural	  tissue	  (12).	  
The	   most	   common	   primary	   malignancy	   of	   pleural	   origin	   is	   the	   Malignant	   Pleural	  
Mesothelioma	  (MPM)	  that	   is	  considered	  a	  highly	  aggressive	  tumour	  with	  a	   low	  index	  of	  
incidence.	  
This	  kind	  of	  cancer	  has	  mortality	  rates	  really	  high	  compared	  with	  other	  cancers,	  in	  fact	  it	  
is	  associated	  with	  a	  poor	  prognosis	  and	  median	  survival	  of	  only	  9-­‐12	  months	  (12-­‐15).	   In	  
addition	   to	   pleura,	   malignant	   mesothelioma	   can	   develop	   in	   three	   other	   localizations:	  
peritoneum,	  pericardium	  and	  tunica	  vaginalis	  testis	  (13,16).	  	  
In	  this	  work	  I	  have	  analyzed	  the	  pleural	  form	  of	  malignant	  mesothelioma,	  which	  is	  by	  far	  
the	  most	  common,	  representing	  more	  than	  90%	  of	  all	  mesotheliomas.	  
Working	  with	  abstestos	  is	  the	  main	  risk	  factor	  for	  MPM	  and	  even	  though	  the	  use	  of	  this	  
material	   is	   forbidden	   in	   a	   large	  part	  of	   the	  world,	   the	  MPM	   incidence	   is	   still	   increasing	  
globally	  (16).	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There	   are	   also	   other	   factors	   relevant	   for	   the	   development	   of	   MPM	   including	   other	  
mineral	  fibers,	  radiation,	  thorotrast,	  genetic	  predisposition	  and	  presence	  of	  SV40	  (simian	  
virus	  40)	  (16-­‐18).	  
Epidemiologial	   studies	   showed	   that	  5%	  of	  people	  exposed	   to	  asbestos	  developed	  MPM	  
and	   more	   than	   80%	   of	   cases	   of	   MPM	   can	   be	   attributed	   to	   asbestos	   exposure,	   but	  
approximately	  20%	  of	  cases	  may	  be	  related	  to	  other	  factors	  (19).	  
The	  incidence	  of	  MPM	  is	  expected	  to	  rise	  worldwide	  in	  the	  next	  10-­‐20	  years	  as	  result	  of	  
widespread	   exposure	   to	   asbestos	   in	   past	   decades,	   continuing	   exposure	   in	   developing	  
countries	   that	  have	  not	  banned	   the	  use	  of	   asbestos	   yet,	   and	   the	   long	   latency	  between	  
exposure	  to	  asbestos	  and	  development	  of	  MPM	  (20	  to	  50	  years).	  
Many	   studies	   have	   estimated	   this	   rate	   of	   incidence	   in	  many	   coutries	   and	   for	   example	  
Australia	   has	   proven	   to	   be	   the	   country	   with	   the	   world’s	   highest	   national	   incidence	   of	  
MPM	   at	   circa	   35	   cases	   per	   million	   inhabitants,	   while	   the	   United	   States,	   where	  
approximately	  2000-­‐2500	  new	  cases	  are	  diagnosed	  every	  year,	  show	  an	  incidence	  range	  
of	  10	  per	  million	  inhabitants	  and	  the	  incidence	  might	  already	  have	  peaked	  (20-­‐22).	  
In	  Italy,	  where	  the	  use	  of	  asbestos	  has	  been	  banned	  in	  1992,	  the	  incidence	  range	  is	  at	  24	  
cases	  per	  million	  inhabitants	  but	  is	  expected	  to	  reach	  its	  peak	  in	  2024	  (22).	  
In	  Denmark	  the	  national	  incidence	  of	  MPM	  for	  men	  has	  continued	  to	  rise	  throughout	  the	  
67-­‐year	  study	  period,	  with	  a	  drastic	  increase	  up	  1.6	  per	  100,000	  person-­‐years	  in	  the	  most	  
recent	  period	  2008-­‐2009	   (23).	   The	   last	   report	   from	   the	  Danish	  Ministery	  of	  health	   says	  
100	  new	  cases	  every	  year,	  that	  is	  about	  2	  per	  100.000	  inhabitants.	  	  
For	   women,	   however,	   the	   incidence	   rate	   has	   remained	   more	   or	   less	   steady	   since	   the	  
1990s,	  peaking	  at	  0.5	  per	  100,000	  person-­‐years	  in	  1973-­‐1977.	  
MPM	  can	  have	  a	  long	  latency	  period	  which	  refers	  to	  the	  length	  of	  time	  it	  takes	  from	  being	  
exposed	   to	   asbestos	   until	   the	   time	   when	   the	   disease	   becomes	   apparent	   in	   a	   clinical	  
examination,	   for	   this	   reason	   the	   latency	   can	   be	   longer	   than	   20	   years	   (13),	   not	  
uncommonly	  up	  to	  40	  years	  or	  longer	  (26).	  	  	  
Furthermore	  MPM	   is	  diagnosed	   in	  people	  with	  a	  median	  age	  between	  72	  and	  74	  years	  	  
and	  this	  one	  is	  a	  demonstration	  of	  some	  characteristics	  of	  this	  disease	  like	  work-­‐related	  
exposure	  to	  asbestos	  and	  a	  long	  latency	  period	  (13-­‐26).	  	  
For	  this	  reason	  the	  lifetime	  risk	  of	  MPM	  remains,	  even	  after	  exposure	  has	  ended;	  in	  fact	  
this	  one	  does	  not	  occur	  for	  people	  who	  stop	  smoking	  in	  which	  it	  is	  possible	  to	  observe	  a	  
reduction	  of	  their	  lung	  tumour	  risk	  over	  the	  following	  years.	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Currently,	  MPM	  causes	  approximately	  3,000	  deaths	  each	  year	  in	  the	  United	  States	  and	  an	  
additional	  5,000	  deaths	  each	  year	  in	  Western	  Europe	  (28).	  	  
Cancer	  stage	  for	  MPM	  is	  not	  considered	  a	  correct	  predictor	  of	  survival,	  in	  effect	  survival	  
itself	  has	  not	   increase	  significantly	  during	  the	  past	   twenty	  years.	   (14).	  Many	  studies	  say	  
that	   five-­‐year	   survival	   for	   individuals	   who	   are	   affected	   by	  MPM	   is	   a	   real	   9%,	   although	  
some	  people	  may	  survive	  for	  10	  years	  or	  more	  (28).	  
	  
1.2.2	  	  Causes	  and	  pathophysiology	  
Asbestos	  exposure	  
	  
The	  term	  asbestos	  (from	  the	  Greek	  Amiantos	  -­‐	  invincible,	  incorruptible)	  indicates	  a	  group	  
of	  minerals,	  with	  a	  microcrystalline	  structure	  and	  a	   fibrous	  appearance;	   in	   fact	   they	  are	  
chemical	  compounds	  containining	  magnesium,	  silicates,	  calcium	  and	  iron.	  
Asbestos	   is	   found	   in	   nature	   combined	   with	   other	   minerals	   and	   it	   is	   extracted	   from	  
quarries	   and	  mines	   thanks	   to	   the	   chipping	  of	   rock,	   from	  which	   it	   is	   possible	   to	   get	   the	  
purified	  fiber.	  
Asbestos	   is	   resistent	   to	   high	   temperatures,	   action	   of	   chemical	   and	   biological	   agents,	  
traction	  and	  wear;	  it	  is	  also	  very	  elastic,	  durable	  and	  soundproof.	  
These	  and	  other	  properties,	  related	  to	  a	  low	  production	  costs,	  have	  allowed	  asbestos	  to	  
be	   an	   extremely	   versatile	  material	   to	   be	   used	   in	  many	   sectors	   like	   the	   construction	   of	  
means	  of	  transportation,	  building	  trade	  and	  automotive	  industry.	  
For	   that	   reason	   the	   exposure	   to	   this	   carcinogen	   is	   greater	   for	   people	   connected	   to	  
asbestos	  mines	  and	  shipyards,	  plumbers,	  electricians,	  construction	  workmen	  (14,15,29).	  
The	   first	   to	  study	  a	  possible	  correlation	  between	  MPM	  and	  asbestos	  was	   J.	  Christopher	  
Wagner,	   who	   in	   1960	   published	   in	   the	   “British	   Journal	   of	   Cancer”	   an	   article	   entitled	  	  
“Diffuse	   pleural	   mesothelioma	   and	   asbestos	   exposure	   in	   the	   North	   Cape	   Province”	   in	  
which	  he	  spoke	  about	  the	  miners	  of	  Kimberly	  in	  South	  Africa	  that	  had	  developed	  a	  pleural	  
tumor,	  called	  mesothelioma,	  after	  exposure	  to	  crocidolite	  (29).	  
The	   next	   step	   was	   to	   inoculate	   asbestos	   into	   experimental	   animals	   and	   in	   fact	   it	   was	  
showed	   in	   1965,	   the	   carcinogenecity	   of	   material,	   as	   animals	   treated	   with	   asbestos	  
became	  ill.	  
This	   work	   led	   to	   the	   first	   article	   of	   Selikoff	   in	   1965,	   in	   which	   it	   was	   confirmed	   the	  
correlation	  between	  asbestos	  exposure	  and	  cancer	  development	  (30).	  
Asbestos	  has	  been	  used	  intensively	  for	  commercial	  purpose	  between	  1930	  and	  1960	  (31-­‐
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32),	  but	  it	  has	  been	  forbidden,	  or	  intensely	  restricted,	  in	  many	  countries	  since	  in	  Western	  
Europe	  between	  1985	  and	  1995	  (32).	  	  
However,	  as	  it	  is	  a	  low-­‐cost	  material	  –	  at	  any	  rate	  in	  the	  short	  term	  –	  many	  countries	  of	  
Eastern	  Europe,	  Latin	  America	  and	  Asia	  import	  and	  consume	  asbestos	  even	  today,	  despite	  
the	   relationship	   with	   MPM	   is	   one	   of	   the	   most	   evident	   between	   a	   carcinogen	   and	   its	  
related	  tumour	  (32-­‐33).	  	  
Despite	  the	  use	  of	  asbestos	  in	  the	  Western	  world	  has	  been	  reduced	  considerably,	  many	  
developing	   countries	   have	   increased	   its	   sale	   and	   usage,	   perhaps	   forecasting	   of	   yet	  
another	  mesothelioma	  epidemic	  to	  come.	  
The	  development	  of	  MPM	  depends	  on	  the	  concentrantion,	   the	  size,	   the	  shape,	  and	  the	  
solubility	  of	  asbestos	  fibers.	  
There	  are	  six	  chemically	  and	  physically	  distinct	  fibres	  as	  serpentines	  (white	  asbestos)	  that	  
include	   chrysotile	   and	   they	   are	   curly	   and	   flexible	  or	   amphiboles,	   stiff	   and	   straight,	   that	  
include	   crocidolite,	   amosite,	   anthophyllite,	   actinolite	   and	   tremolite	   and	   represent	   blue	  
asbestos	  (19).	  
The	   latter	  form	  seems	  to	  be	  the	  most	  dangerous	  while	  white	  asbestos	   is	  the	  most	  used	  
form	  which	  includes	  in	  fact	  90%	  of	  the	  world’s	  entire	  asbestos	  consumption.	  	  
Can	   the	  white	   form	   lead	   to	  MPM?	   This	   question	   has	   ignited	   a	   deep	   debate	   about	   this	  
argument	  and	  some	  studies	  have	  shown	  that	  exposure	  to	  this	  asbestos	  form	  predisposes	  
people	   to	   smoking-­‐induced	   bronchogenic	   lung	   tumours	   and	   the	   statistical	   data	  
demonstrate	   an	   increased	   overall	   cancer	   incidence	   and	   mortality	   in	   exposed	   cohorts;	  
moreover	  it	  is	  important	  to	  remember	  that	  blue	  asbestos	  can	  also	  contaminate	  the	  white	  
asbestos.	  
Finally	  an	  another	  difference	  between	  these	  two	  kind	  of	  asbestos	  is	  that	  serpentines	  can	  
undergo	   fragmentation	   by	   organic	   acids	   and	   be	   removed	   by	   the	   lymphatic	   system,	  
whereas	  the	  amphiboles	   	  may	   	  remain	   	  unchanged	  for	  decade	  (34-­‐36).	  The	  amphiboles,	  
once	  inhaled,	  have	  	  the	  	  capacity	  	  to	  	  reach	  	  the	  	  pleura	  either	  	  through	  	  the	  	  lymphatics	  	  or	  	  
by	  	  direct	  	  penetration,	  	  and	  	  to	  	  cause	  	  MPM	  (37-­‐38).	  
Epidemiological	   evidence	   shows	   that	   the	   fibre	   shape	   and	   length-­‐to-­‐width	   ratio	   are	  
important	  physical	  characteristics	  that	  determine	  how	  deeply	  into	  the	  lung	  the	  fibres	  are	  
inhaled	  and	  whether	  they	  have	  the	  capacity	  to	  penetrate	  the	  lung	  epithelium	  and	  enter	  
or	  irritate	  the	  pleural	  space	  (39-­‐41).	  
Asbestos	   fibres	   have	   the	   feature	   to	   be	   inhaled	   and	   reach	   the	   alveoli	   where	   they	  
accumulate	   in	   the	   lung	   tissue;	   over	   time,	   these	   fibres	   can	  migrate	   out	   to	   parietal	   and	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visceral	  pleura.	  	  
Studying	  asbestos-­‐related	  diseases,	  it	  is	  possible	  to	  observe	  encapsulated	  asbestos	  fibres	  
in	   tissue	   samples	  by	  different	  histological	   techniques;	   the	   fibres	  appear	   like	   thin	   spears	  
which	  have	  the	  capacity	  to	  penetrate	  plasma	  membranes	  without	  killing	  the	  cells	  (41).	  	  
Asbestos	   fibres	   can	   also	   interfere	  with	   the	  mitotic	   spindle,	   disrupting	  mitosis,	  which	   in	  
turn	   may	   lead	   to	   aneuploidy	   and	   other	   forms	   of	   chromosome	   damage	   like	   structural	  
rearrangements	  with	  possible	  malignant	  outcome	  (42).	  	  
Many	  studies	  have	  also	  demonstrated	   that	   the	  asbestos	   fibres	   themselves	   in	  HMCs	  can	  
directly	   activate	   the	   epidermal	   growth	   factor	   receptor	   (EGFR),	   a	   well-­‐known	   cellular	  
membrane	   receptor	   that	   generally	   responds	   to	   different	   ligands;	   however	   its	   altered	  
activation	  can	  be	  the	  cause	  of	  many	  cancers.	  	  
Blue	   asbestos	   fibres	   indeed	   can	   determine	   the	   dimerization	   of	   EGFRs	   leading	   to	  
autophosphorylation	  and	  thereby	  bring	  about	   induction	  of	  extracellular	  signal-­‐regulated	  
kinases	   (ERK)	   1	   and	  2	   that	   cause	   induction	  of	   c-­‐fos	   (43-­‐45).	   The	   stabilization	  of	   c-­‐fos	   is	  
regulated	   by	   fra1	   and	   this	   protein	   is	   needed	   for	   the	   specific	   transcription	   factor	   AP-­‐1	  
dependent	  HMCs’	  growth,	  migration	  and	  transformation	  (45).	  	  
After	   exposure	   to	   asbestos,	   there	   is	   generally	   an	   inflammatory	   reaction	   with	   a	   large	  
component	   of	   mononuclear	   phagocytes.	   After	   these	   cells	   have	   differentiated	   into	  
macrophages,	  they	  phagocytize	  asbestos	  and	  this	  process	  is	  associated	  with	  deposition	  of	  
proteins	   and	   of	   haemoglobin-­‐derived	   iron,	   resulting	   in	   the	   formation	   of	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  
ferruginous	  bodies	   (46)	   (Fig.	   1).	   Phagocytosis	  of	   asbestos	   fibres	   also	   leads	   to	   release	  of	  
numerous	   cytokines	   and	   reactive	   oxygen	   species/reactive	   nitrogen	   species	   (ROS/RNS),	  
that	   are	   cytotoxic	   and	  potentially	   clastogenic,	   causing	   chronic	   inflammation	   in	   the	   lung	  
and	  pleura.	  	  
These	   ROS/RNS	   produced	   through	  
phatocytosis,	   may	   cause	   cellular	  
toxicity	   and	   carcinogenicity	  
possibly	   by	   inducing	   lipid	  
peroxidation,	   altering	   signal	  
transduction	   pathways,	   as	   well	   as	  
damaging	   the	   DNA	   (47-­‐48).	   ROS	   also	  
cause	   the	   formation	   of	   8-­‐hydroxy-­‐2´-­‐deoxyguanosine	   (8OHdG)	   adducts,	   which	   are	  
elevated	   in	   white	   blood	   cells	   of	   individuals	   with	   former	   asbestos	   exposure	   (49).	   The	  
generation	   of	   oxidants	   by	   asbestos	   fibres	   results	   in	   cell	   injury,	   activation	   of	   signaling	  
	  	  	  	  	  	  	  Fig.	   1	   Multiple	   ferruginous	   bodies	   with	  	  	  	  	  	  	  	  	  	  	  	  	  	  
xxx	  inflammatory	  	  reaction.	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pathways	  such	  as	  ERK	  and	  mitogen	  activated	  protein	  kinases	  (MAP),	  increased	  expression	  
of	   inflammatory	  cytokine.	  Activation	  of	  the	  ERK1/ERK2	  via	  phosphorylation	  also	   induces	  
expression	   of	   early	   response	   proto-­‐oncogenes	   such	   as	   c-­‐fos	   and	   c-­‐jun	   (43,50).	   The	   ERK	  
cascade	  has	  been	  associated	  with	  early	  injury	  and	  subsequent	  proliferation	  of	  HMCs	  (43).	  
The	   response	   of	   the	   cells	   to	   oxygen-­‐	   and	   nitrogen-­‐based	   free	   radicals	   can	   vary	  widely.	  
Common	   reactions	   are	   mitochondrial	   dysfunction,	   and	   increased	   expression	   of	   death	  
receptors,	   and/or	   their	   ligands	   (TNF-­‐α,	   Fas	   ligand)	   (51).	   The	   cytokine	   TNF-­‐α,	   has	   been	  
linked	  to	  asbestos	  pathogenesis,	  but	  the	  mechanisms	  are	  still	  unclear.	  	  
When	  the	  asbestos	  fibres	  are	  engulfed	  by	  macrophages,	  these	  cells	  release	  IL1β	  and	  TNF-­‐
α	  and	  at	  the	  same	  time,	  asbestos	  stimulates	  HMCs	  to	  secrete	  TNF-­‐α	  (both	  paracrine	  and	  
autocrine	  effects)	  and	  express	  TNF	  receptors	  (TNF-­‐R1)	  and	  IL1β	  receptors.	  TNF-­‐α	  activates	  
the	  nuclear	   factor	  kappa-­‐light-­‐chain-­‐enhancer	  of	  activated	  B	  cells	   (NF-­‐κB)	   that	   increases	  
cell	   survival,	   and	   allows	   the	   cells	   to	   divide	   rather	   than	   die	   and,	   if	   sufficient	   genetic	  
damage	  has	  accumulated,	  to	  eventually	  develop	  into	  a	  MPM	  (52)	  (Fig.	  2).	  
NF-­‐κB	   and	   its	   signaling	  
pathways	   are	   also	   critical	  
regulators	   for	   cell	   lineage	  
development,	   growth,	  
differentiation,	   apoptosis	  
and	   tumourigenic	  
transformation.	  
In	   fact,	   NF-­‐κB	   is	   an	  
important	   transcription	  
factor	   implicated	   in	   the	  
transcriptional	   	   	   	   	   	   	   	   	   	   	   up-­‐
regulation	   of	   cytokines,	  
adhesion	   molecules,	   growth	   factors,	   oncogenes,	   antiapoptotic	   proteins,	   some	  
proapoptotic	  factors,	  and	  even	  certain	  viral	  genes.	  
Asbestos-­‐induced	  ROS	  play	  a	  key	  role	   in	  enhancing	  the	   inflammation	  through	  activation	  
and	  phosphorylation	  of	   the	   redox	   sensitive	  NF-­‐κB	   in	   various	   inflammatory	  diseases	  and	  
effectively	   it	   has	   been	   reported	   that	   NF-­‐κB	   can	   regulate	   the	   inflammatory	   and	   cell	  
proliferative	  responses	  to	  asbestos	  (53).	  
Furthermore,	  MPM	   is	   also	  often	   connected	   to	   increased	   levels	  of	  many	  growth	   factors	  and	  
cytokines	  like	  PDGF,	  HGF,	  FGF,	  VEGF;	  IL6,	  IL8	  and	  TGFβ	  that	  can	  be	  secreted	  by	  HMCs	  during	  
xxxxFig.	  2	  Hypothetical	  model	  of	  MPM	  pathogenesis.	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inflammatory	  processes	  in	  order	  to	  aid	  survival	  when	  they	  act	  in	  autocrine	  manner,	  and/or	  to	  
support	  angiogenesis	  and	  invasion	  when	  they	  reach	  the	  surrounding	  stroma.	  Indeed	  different	  
forms	  of	  PDGF	  have	  shown	  to	  interact	  with	  HMCs	  proliferation	  and	  chemotaxis	  (54-­‐55).	  	  
In	   brief,	   the	   clastogenic	   properties	   of	   the	   inhaled	   asbestos	   fibres	   that	   enter	   the	   lung,	  
irritate	   the	   pleural	   cell	   lining	   and	   can	   increase	   ROS	   production	   causing	   chronic	  
inflammation,	   act	   via	   several	   different	   possible	   mechanism,	   causing	   ,injury,	   repair	   and	  
local	   inflammation.	   This	   repeated	   scratching	  may	   thus	   evoke	   the	   formation	  of	   plaques,	  
fibrosis	  or	  cancer	  (Fig.	  3).	  	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
SV40	  infection	  
	  
Fig.	  3	  Pathophysiology	  of	  mesothelioma.	  
Abestos	  fibres	  
	  
Macrophages	  phagocytose	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  Induce	  HMCs	  to	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  HMCs	  undergo	  DNA	  damage	  
	  	  	  	  	  	  	  	  	  	  	  	  asbestos	  fibres	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  release	  TNF	  alpha	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  
	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  and	  express	  TNF-­‐R1	  	  
	  
Release	  TNF	  alpha	  
	  
	  
	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  Activate	  NF-­‐κB	  pathway	  
	  
	  
	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  Anti-­‐apoptosis	  
	  
	  
Combination	  of	  anti-­‐apopotic	  pathway	  and	  DNA	  damage	  results	  in	  malignant	  trasfromation	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Simian	  Virus	  40	  (SV40)	  may	  act	  as	  a	  co-­‐carcinogen	  along	  with	  asbestos	  fibres	  resulting	  in	  
the	   development	   of	  MPM	  but	   about	   20%	   of	   cases	   have	   no	   prior	   exposure	   to	   asbestos	  
(56).	  This	  suggests	  that	  other	  factors	  may	  be	  involved	  in	  the	  etiology	  of	  this	  tumor.	  	  	  
SV40	  is	  a	  DNA	  tumor	  virus	  that	  can	  induce	  MPM	  and	  other	  tumors	  in	  hamsters,	  and	  	  also	  	  
transform	  HMCs	   in	   vitro	   in	   fact	   SV40	   infection	   results	   in	   cell	   survival	   (56-­‐58).	   The	  SV40	  
proteins	   associated	   with	   transformation	   and	   oncogenesis	   are	   its	   early	   gene	   products:	  
large	   T	   antigen	   (Tag)	   and	   small	   T	   antigen	   (tag).	   Tag	   is	   directly	   mutagenic	   and	   causes	  
numerous	  chromosomal	  alterations.	  Tag	   is	  also	  capable	  of	  binding	  and	   inactivating	  p53,	  
retinoblastoma	   protein	   (pRb)	   and	   other	   tumor	   suppressor	   gene	   (TSG)	   products.	   In	  
addition,	   tag	   inhibits	   phosphatase	   2A	   (PP2A),	   which	   normally	   dephosphorylates	   and	  
inactivates	  the	  cellular	  kinases	  such	  as	  ERK	  (59)	  (Fig.	  4).	  Furthermore,	  cells	  infected	  with	  
SV40,	   when	   exposed	   to	   asbestos	   fibres	   may	   result	   in	   production	   of	   toxic	   oxygen	   free	  
radicals	  causing	  malignant	  transformation	  (60).	  	  	  
	  It	   has	   been	   also	  
demonstrated	   that	   a	  
mesothelioma	   cell	  
line	   expressing	   SV40	  
Tag	   was	   intrinsically	  
more	   resistant	   to	  
apoptosis	   when	  
exposed	   to	   asbestos	  
resulting	   in	   cell	  
survival.	   In	   presence	  
of	   Tag,	   the	   cell	   survival	   was	   mediated	   through	   activation	   of	   PI3K/AKT	   pathway	   either	  
independently	  or	  in	  response	  to	  growth	  factors	  (61).	  
SV40-­‐like	  DNA	   sequences	   and	   SV40	   Tag	  were	   detected	   in	   60%	   of	  MPM	  by	   polymerase	  
chain	   reaction	   (PCR)	   analysis	   and	   immunohistochemistry,	   respectively	   in	   some	   studies	  
(63)	  but	  others	  failed	  to	  demonstrate	  the	  presence	  of	  SV40	  large	  T	  in	  MPM	  (62-­‐64).	  
For	   this	   reason	   the	   role	  of	   SV40	   in	  MPM	   remains	   controversial.	   Finally	   the	  presence	  of	  
SV40	  sequences	  in	  MPM	  shows	  geographic	  differences,	  which	  may	  be	  related	  to	  the	  fact	  
that	  SV40-­‐contaminated	  polio	  vaccines	  were	  mainly	  distributed	  in	  the	  United	  States	  and	  
parts	  of	  Europe	  (65-­‐67).	  
Other	  etiologic	  factors	  
	  
Fig.	  4	  Molecular	  pathways	  altered	  by	  SV40	  infection.	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There	  are	  various	  other	  factors	  which	  are	  known	  to	  cause	  MPM	  such	  as	  radiation	  therapy,	  
erionite	   exposure	   and	   genetic	   predisposition.	   MPM	   is	   known	   to	   occur	   as	   secondary	  
malignancy	  in	  patients	  with	  primary	  cancers	  such	  as	  lymphomas	  and	  breast	  cancers	  who	  
have	  received	  therapeutic	  radiation	  therapy	  and	  has	  a	  median	   latency	  of	  4.3	  years	  (68).	  
MPM	  is	  found	  to	  be	  endemic	  in	  the	  Cappadocia,	  Turkey,	  resulting	  in	  50%	  of	  the	  deaths	  in	  
three	   small	   villages	   (69).	   Pedigree	   studies	   have	   demonstrated	   an	   autosomal	   dominant	  
pattern	  of	  inheritance	  among	  the	  families	  suffering	  from	  MPM.	  The	  Cappadocian	  region	  is	  
also	  dominated	  by	  volcanic	  rocks	  having	  a	  high	  concentration	  of	  the	  asbestos-­‐like	  mineral	  
erionite.	   The	   houses	   of	   the	   villages	   are	   made	   out	   of	   stone	   taken	   from	   the	   nearby	  
mountains	  or	  rivers	  and	  have	  a	  high	  content	  of	  erionite.	  Exposure	  to	  erionite	  is	  strongly	  
associated	  with	  the	  development	  of	  MPM	  in	  vivo	  studies.	  MPM	  was	  seen	  in	  100%	  (40/40)	  
rats	  injected	  with	  erionite	  compared	  with	  48%	  (19/40)	  of	  rats	  injected	  with	  asbestos	  (70).	  
The	  MPM	  epidemic	   in	   the	  Cappadocian	  region	   is	   likely	  due	   to	  high	  erionite	  exposure	   in	  
genetically	  predisposed	  individuals.	  
	  
1.2.3	  	  Genetic	  alterations	  in	  MPM	  
	  
As	  it	  has	  already	  been	  said,	  only	  a	  small	  proportion	  of	  people	  that	  are	  strongly	  exposed	  to	  
asbestos	  fibres	  contracts	  MPM.	  
Thus	   this	   may	   suggest	   the	   presence	   of	   different	   elements	   that	   make	   individuals	  
susceptible	   to	   effect	   of	   this	  material:	   two	   of	   these	   could	   be	   the	   presence	   of	   a	   specific	  
genetic	   heritage	   and	   various	   relationships	   with	   environmental	   factors	   (e.g.	   duration	   of	  
asbestos	  or	  radiation	  exposure	  or	  SV40	  infection).	  
All	  tumours	   including	  MPM	  develop	  because	  of	  many	  	  genetic	  changes	  and	  aberrations;	  
for	  this	  reason	  it	  is	  necessary	  to	  know	  and	  describe	  well	  these	  molecular	  processes.	  
Conventional	   karyotypic	   and	   comparative	  genomics	  hybridization	   (CGH)	   studies,	   as	  well	  
as	   high-­‐resolution	   studies	   using	   microarrays	   have	   demonstrated	   that	   MPM	   samples	  
display	  numerous	  chromosomal	  alterations.	  
Many	  regions	  of	  chromosomal	  gains	  and	  losses	  have	  been	  reported,	  and	  losses/deletions	  
are	  more	   frequently	   reported	   than	  gains.	   The	  accumulation	  of	   numerous	   chromosomal	  
deletions/losses	   in	   most	   MPM	   might	   suggest	   a	   multistep	   process	   of	   tumourigenesis,	  
characterized	  by	  the	  loss	  and/or	  inactivation	  of	  multiple	  TSGs.	  
Losses	  have	  been	  reported	  at	  1p,	  3p,	  6q,	  9p,	  13q,	  14q	  and	  22	  while	  chromosomal	  gains	  
which	  are	  less	  common	  than	  losses	  are	  reported	  at	  sites	  such	  as	  1q,	  5p,	  8q,	  15q	  (71-­‐76).	  	  
Many	  studies	  have	  hypothesize	  that	  some	  oncogenes	  and	  tumor	  suppressor	  genes	  (TSGs)	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have	  a	  role	  in	  MPM	  carcinogenesis	  (77).	  	  
The	  TSGs	  Ras	  association	  domain	   family	  1	   isoform	  A	   (RASSF1A),	  Neurofibromin	  2	   (NF2),	  
and	  	  Cyclin-­‐dependent	  kinase	  inhibitor	  2A	  (CDKN2A),	  as	  well	  as	  the	  growth	  factors/proto-­‐
oncogenes/signaling	   molecules	   c-­‐fos,	   c-­‐jun,	   EGF,	   VEGF,	   c-­‐Met,	   c-­‐myc,	   and	   fra-­‐1	   are	  
important	  in	  many	  malignancies	  (78-­‐79).	  	  
Since	   most	   of	   the	   copy	   number	   changes	   are	   losses,	   including	   many	   areas	   harbouring	  
TSGs,	  this	  is	  probably	  a	  central	  event	  in	  MPM	  carcinogenesis.	  	  
One	  of	   the	   genes,	  RASSF1A,	   encodes	   a	   pro-­‐apoptotic	   tumour	   suppressor	   and	   its	   loss	   is	  
associated	  with	  many	  cancers	  including	  MPM	  (77).	  	  
The	  most	  common	  loss/deletion	  is	  at	  9p21,	  including	  the	  tumour	  suppressors	  p16INK4a	  and	  
p14ARF	  (encoded	  by	  alternative	  reading	  frames	  of	  CDKN2A)	  (79-­‐81).	  
These	   tumour	   suppressors	   are	   the	   product	   of	   exon	   splicing	   and	   they	   are	   linked	   to	   the	  
development	   of	   several	   cancers;	   furthermore	   loss	   of	   p16	   expression	   is	   considered	   an	  
essential	   event	   in	   the	   development	   of	   MPM	   (81-­‐83),	   indeed	   this	   protein	   impedes	  	  	  
phosphorylation	  of	  pRB	  by	  binding	  CDK4/6,	  which	  in	  turn	  prevents	  the	  transition	  of	  cells	  
from	   the	   G1	   to	   S	   phases.	   The	   alternative	   splice	   variant	   p14	   is	   linked	   to	   MDM2	  
sequestering	   and/or	   degradation	   and	   it	   promotes	   both	   pRB	   and	   p53	   stabilisation	   and	  
stops	   in	   this	   way	   cells	   in	   G1	   and	   G2	   cell	   cycle	   phases.	   So	   p14	   plays	   an	   important	   role	  
because	   its	   loss	   prevents	   activation	   of	   p53	   that	   is	   otherwise	   not	   deleted	   or	   mutated	  
frequentely	  in	  MPM	  (82-­‐84).	  	  
CDKN2A	  was	  found	  to	  be	  more	  commonly	  deleted	  in	  MPM	  than	  in	  peritoneal	  MM,	  and	  it	  
was	  claimed	  to	  be	  a	  possible	  marker	  for	  distinguishing	  MPM	  from	  pleural	  effusions	  (85).	  
The	   BRCA1-­‐associated	   protein	   1	   (BAP1)	   gene	   is	   located	   at	   3p21	   and	   it	   encodes	   a	  
deubiquitinase	  which	  enters	  the	  nucleus	  and	  binds	  to	  the	  BRCA1	  protein.	  	  
Recent	  articles	  have	  demonstrated	  a	  connection	  between	  BAP1	  deletion	  or	  mutation	  and	  
MPM,	  indeed	  one	  of	  these	  has	  shown	  BAP1	  mutations	  in	  12	  of	  53	  mesothelioma	  patients,	  
whereas	   the	   Phosphatase	   and	   tensin	   homolog	   (PTEN)	   and	   p53,	   	   famous	   tumor	  
suppressors,	  	  had	  no	  mutations	  (86).	  	  
Another	   important	  confirmation	  was	  that	  people	  who	  have	  germline	  mutations	  of	  BAP1	  
are	  often	  predisposed	  to	  develop	  MPM	  (87).	   	  Moreover	  the	  mutations	  of	  BAP1	  in	  MPM	  
appear	  to	  be	  more	  linked	  to	  the	  epithelioid	  phenotype,	  with	  81%	  of	  these	  patients	  having	  
mutations	  in	  respect	  to	  14%	  who	  show	  an	  another	  histological	  subtype	  (88).	  
Loss	   of	   17p	   is	   a	   common	   event	   in	  MPM,	   with	   TP53	   localized	   on	   17p13.1,	   but	   TP53	   is	  
reported	   not	   to	   be	   included	   in	   the	   critical	   region	   (73).	   This	   is	   important	   since	   TP53	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mutations	  have	  been	  detected	  in	  many	  tumours,	  but	  they	  are	  only	  observed	  occasionally	  
in	  MPM.	  Some	  studies	  have	  demonstrated	   that	  TP53,	  as	  well	  as	   the	  Rb	   family	  of	  genes	  
remain	  genetically	  intact	  in	  MPM	  (67,84,	  89).	  
The	   TGS	   NF2	   is	   located	   at	   22q12.2,	   and	   loss	   of	   chromosome	   22	   was	   shown	   to	   be	   a	  
recurrent	  cytogenetic	  abnormality	  in	  ~50	  %	  of	  the	  MPM	  cases	  (90).	  	  
The	  NF2	  encodes	  merlin,	  which	  plays	  a	  role	  in	  the	  connection	  between	  the	  cytoskeleton	  
and	   components	   of	   the	   plasmatic	   membrane;	   in	   fact	   it	   links	   actin	   filaments	   to	   cell	  
membrane	   or	   membrane	   proteoglycans.	   Merlin	   has	   also	   been	   suggested	   to	   be	   an	  
inhibitor	  of	  the	  Ras-­‐ERK	  pathway	  by	  exhibiting	  tumour	  suppressor	  function	  and	  inhibiting	  
PAK-­‐induced	  cyclin	  D1	  expression	  (91-­‐92).	  
MPM	  has	   an	  unusual	  molecular	   pathology	  with	   loss	   of	   TSGs	  being	  more	   common	   than	  
activation	  of	  oncogenes	  but	  high-­‐level	  gain	  at	  1p32.1	  including	  amplification	  of	  jun	  proto-­‐
oncogene	  has	  been	  reported	  in	  MPM	  and	  also	  fos	  proto-­‐oncogene	  expression	  was	  found	  	  
mostly	  up-­‐regulated	  simultaneously	  with	  jun	  (93).	  KRAS	  mutations	  are	  common	  in	  human	  
cancers,	   but	   do	   not	   appear	   to	   be	   widely	   involved	   in	   MPM,	   although	   one	   study	   did	  
propose	  that	  the	  Ras	  pathway	  could	  be	  affected	  in	  HMCs	  (94).	  	  
	  
	  1.2.4	  	  Pathological	  features	  
	  
According	  to	  the	  WHO	  classification	  2004,	  MPM	  can	  be	  classified	  as	  epithelioid	  (MPM-­‐E),	  
biphasic	   (MPM-­‐B),	   and	   sarcomatoid	   (MPM-­‐S).	   In	   addition	   there	   is	   a	   subtype	   of	   MM-­‐S	  
called	  desmoplastic	  (46)	  (Fig.	  5).	  
These	   groups	   show	   significant	   differences	   in	   their	   histological	   and	   clinical	   features,	   for	  
example,	  patients	  who	  have	  MPM-­‐E	  show	  a	  median	  survival	  time	  of	  12	  months	  compared	  
to	   only	   4	   months	   of	   patients	   with	   MPM-­‐S	   and	   patients	   affected	   by	   desmoplastic	  
mesotheliomas	  are	  characterized	  by	  an	  even	  shorter	  survival	  compared	  with	  MPM-­‐E	  and	  
MPM-­‐S.	  
The	  majority,	  about	  50	  %,	  of	  MPM	  is	  of	  the	  epithelioid	  subtype,	  10%	  are	  sarcomatoid	  and	  
the	   rest	   are	   biphasic.	   Actually,	   these	   fractions	   could	   be	   conditioned	   by	   the	   diagnostic	  
procedures	   and	   the	   size	   and	   number	   of	   examined	   samples;	   indeed	   the	   biphasic	  
phenotype	  could	  be	  more	  prevalent	  if	  MPMs	  were	  even	  more	  attentively	  analyzed.	  
MPM-­‐E	  usually	   shows	  well-­‐differentiated	   tubopapillary	   or	   trabecular	   structures	   or	   solid	  
sheets,	  with	  round	  polygonal	  tumour	  cells	  with	  abundant	  densely	  eosinophilic	  cytoplasm	  
and	   the	   rather	   open	   nuclei	   show	   few	   or	   no	  mitoses.	  MMP-­‐S	   display	   spindle-­‐shaped	   or	  
oval	  morphology,	   and	   amphophilic	   cytoplasm,	   arranged	   in	   fasicles	   or	   having	   a	   random	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distribution.	  Malignant	  osteoid	  and	  cartilage	  may	  be	  present.	  
Desmoplastic	  MM	   is	   characterized	  by	  dense	   collagenized	   tissue	  arranged	   in	  a	   storiform	  
pattern,	  this	  being	  easily	  confused	  with	  benign	  fibrosing	  pleuritis.	  	  	  	  	  	  
MPM-­‐B	   contain	   both	   epithelioid	   and	   sarcomatoid	   patterns	   in	   about	   30%	   of	   cases.	   Any	  
combination	   of	   the	   patterns	   noted	   above	   may	   be	   present.	   Each	   component	   should	  
represent	   at	   least	   10%	   of	   the	  
tumour	   to	   warrant	   the	   term	  
biphasic	  (46).	  	  
	  
MPM	   is	   distinct	   from	  other	   solid	   tumor	   and	   starts	   as	   a	   localized	   	   tumor,	   	   but	   	   spreads	  	  
rapidly	   	   along	   	   mesothelium-­‐lined	   	   surfaces	   	   to	   	   involve	   pericardium,	   	   contralateral	  	  
hemithorax,	  	  and	  	  peritoneal	  	  cavity	  	  by	  	  invasion	  	  through	  diaphragm.	  The	  resulting	  tumor	  
often	   forms	   diffuse	   thickening	   of	   involved	   surfaces	   rather	   than	   solitary	   rounded	   lesion	  
seen	  in	  other	  neoplasms	  (46).	  
Invasion	   	   through	   	  needle	   	  biopsy	   	   tracts	   	   and	   	   incisions	   	   in	   	   thoracic	   	  wall	   	   are	   	   typical	  
features	  in	  this	  kind	  of	  cancer.	  
MPM	  	  invades	  also	  	  	  the	  	  	  underlying	  	  	  basement	  	  	  membrane	  	  	  and	  produce	  metastases	  in	  
up	  to	  75%	  of	  patients,	   indeed	   it	  may	  metastasize	  to	  the	  pulmonary parenchyma	  and	  to	  
hilar	  and	  mediastinal	  lymph	  nodes	  (95). 
During	  the	  invasion	  process,	  mesothelioma	  cells	  must	  interact	  with	  ECM	  proteins,	  growth	  
factors	  embedded	  in	  it,	  and	  stromal	  cells,	  which	  participate	  in	  synthesis	  and	  modifications	  
of	  this	  microenvironment.	  
	  
1.2.5	  	  TNM	  staging	  system	  
	  
A	   B	  
C	   D	  
Fig.	  5	  MPM:	  epithelioid	  type	  (A),	  sarcomatoid	  type	  (B),	  desmoplastic	  type	  (C),	  	  
biphasic	  type	  (D).	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Doctors	  utilize	  staging	  systems	  to	  better	  design	  potential	  treatment	  options	  for	  patients.	  
Depending	   on	   the	   stage	   and	   nature	   of	   the	   cancer,	   different	   surgery	  
and	  chemotherapy	  options	  may	  be	  available.	  An	  internationally	  accepted	  staging	  system	  
allows	  doctors	   to	   standardize	   the	  diagnosis	  of	  MPM,	  which	  helps	  medical	  professionals	  
plan	  treatment	  procedures	  that	  are	  more	  beneficial	  to	  the	  patient.	  
An	   ideal	   staging	   system	   of	  MPM	   is	   difficult	   to	   define	   as	  MPM	   has	   an	   unusual	   growth	  
pattern.	  It	  tends	  to	  grow	  along	  the	  parietal	  and	  visceral	  pleura	  invading	  the	  surrounding	  
structures	  making	  it	  difficult	  to	  assess	  the	  volume	  and	  spread	  of	  the	  tumour.	  
In	   1995,	   the	   International	  Mesothelioma	   Interest	   Group	   (IMIG)	   adapted	   the	   traditional	  
TNM	  system	  for	  MPM	  because	  of	  the	  lack	  of	  an	  universally	  accepted	  staging	  system	  (96).	  
Also	   called	   the	   IMIG	   Staging	   System,	   the	   TNM	   system	   is	   the	  most	  widely	   used	   staging	  
system;	  though	  it	  is	  also	  used	  for	  other	  types	  of	  mesothelioma	  (Fig.	  6).	  
The	  abbreviation	  TNM	  signifies	  three	  different	  parts	  of	  diagnostic	  staging	  and	  each	  TNM	  
combination	  is	  grouped	  and	  correlated	  to	  specific	  stages	  I	  through	  IV.	  
Developed	  by	  IMIG	  as	  the	  International	  Mesothelioma	  Staging	  System,	  the	  different	  parts	  
of	  the	  staging	  include:	  
Ø (T)	  determined	  by	  the	  size	  and/or	  location/extension	  of	  the	  tumor.	  
Ø (N)	  describes	  whethr	  or	  not	  lymph	  nodes	  have	  been	  affected	  by	  metastatis.	  
Ø (M)	  determines	  whether	  the	  tumors	  have	  metastasized	  into	  other	  parts	  of	  the	  body.	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Fig.	  6	  International	  Mesothelioma	  Interest	  Group	  Staging	  System	  for	  MPM.	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1.2.6	  	  Clinical	  presentation	  and	  diagnosis	  
	  
The	  diagnosis	  of	  mesothelioma	   is	  often	  difficult	  and	  delayed	  easy	  because	  many	  of	   the	  
symptoms	   MPM	   patients	   are	   not	   specific	   and	   common	   to	   a	   variety	   of	   other	   diseases	  
affecting	   the	   respiratory	   system.	  Because	  of	   the	  difficulty	   in	   diagnosing	  MPM	   less	   than	  
50%	  of	  patients	  survive	  over	  one	  year	  after	  this	  diagnosis	  is	  made.	  
The	  majority	   of	   patients	  with	  MPM	  present	   initially	  with	   dyspnea	   (breathlessness)	   and	  
chest	   pain.	   These	   symptoms	   are	   caused	   by	   an	   accumulation	   of	   fluid	   in	   the	   (normally	  
virtual)	  pleural	  cavity	  located	  between	  the	  visceral	  pleura	  lining	  the	  lung	  and	  the	  parietal	  
pleura	   lining	   the	   chest	   cavity,	   known	   as	   pleural	   effusion,	   that	   constricts	   the	   underlying	  
lung	  parenchyma	  (11-­‐15)	  (Fig.	  7).	  
Many	   of	   the	   patients	   have	   a	   significant	  
history	  of	  asbestos	  exposure	  20-­‐40	  years	  
prior	   to	   their	   clinical	   presentation.	  
Constitutional	  symptoms	  such	  as	  weight	  
loss	   and	   fatigue	   can	   be	   present,	   but	  
these	   generally	   appear	   later	   in	   the	  
course	   of	   disease.	   As	   the	   disease	  
progresses,	   the	   effusion	   becomes	  
loculated	   and	   the	   pleural	   space	   is	  
replaced	  by	  tumor.	  
In	  MPM	  diagnostics,	  chest	  	  	  	  radiography	  
[X	   ray],	   computed	   tomography	   [CT],	  
magnetic	   resonance	   imaging	   [MRI],	   or	  
positron	   emission	   tomography	   [PET]	  
scan	   and	   IHC	   panels	   are	   the	   most	   widely	   used	   tools	   to	   detect	   if	   there	   is	   a	   positive	  
indication	  for	  the	  presence	  of	  a	  tumor,	  i.e.	  pleural	  thickening	  and	  the	  possible	  presence	  of	  
an	  effusion.	   In	  the	   latter	  case,	  the	  accumulated	  fluid	   is	  removed	  to	  relieve	  the	  patient’s	  
symptoms	   (thoracocentesis)	   and	   to	  be	   cytologically	   analyzed.	   Even	   though	   the	  possible	  
finding	   of	  many,	   abnormal	  mesothelial	   cells	   in	   the	   fluid	  would	   in	   this	   case	   support	   the	  
suspicion	  of	  MPM,	   cytological	   analysis	   of	   pleural	   effusion	   is	   not	   a	   conclusive	  diagnostic	  
procedure	   for	  MPM,	   as	   non-­‐neoplastic	   reactive	  mesothelial	   proliferation	   due	   to	   severe	  
inflammation	   can	   cytologically	   resemble	   MPM.	   Indeed,	   the	   most	   certain	   criterion	   for	  
sssssFig.	   7	   Normal	   condition	   of	   pleura	   (A),	  
…….sthe	   pleura	   cavity	   is	   virtual.	   In	   MPM	  	  
sssssthe	  pleural	  space	  can	  be	  filled	  with	  up	  
sssssto	   several	   liters	  of	   fluid	   and	  by	   tumor	  
ssssstissue	  (B).	  
A	   B	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MPM	   is	   deep	   invasion	   of	   mesothelial	   cells	   into	   the	   pleura	   and	   fat	   tissue	   underneath,	  
which	  obviously	  cannot	  be	  analyzed	  on	  cytological	  samples	  (97).	  	  
Thus,	   in	   these	   circumstances	   of	   suspect	  MPM	   a	  more	   invasive	   procedure	   is	   needed	   in	  
order	   to	   remove	   tissue	   sample	   (by	   thoracoscopy	   surgical	   biopsy,	   or	   by	   transthoracic	  
needle	   biopsy).	   This	   is	   considered	   to	   be	   the	   most	   effective	   and	   conclusive	   ways	   of	  
diagnosing	  MPM,	  as	  it	  is	  possible	  on	  a	  well	  representative	  pleural	  biopsy	  to	  histologically	  
demonstrate	  deep	  invasion	  by	  mesothelial	  cells.	  
However,	   it	   may	   be	   difficult	   to	   make	   an	   early	   diagnosis	   of	   MPM	   using	   the	   currently	  
available	  diagnostic	   imaging	  techniques	  and	  it	  would	  be	  beneficial	  to	  have	  identification	  
of	  tumour	  markers	  and	  a	  method	  for	  early	  diagnosis	  using	  these	  markers.	  
The	  diagnosis	  of	  MPM	  is	  dependent	  on	  a	  consideration	  of	  clinical	  and	  radiological	  findings	  
in	  combination	  with	  pleural	  fluid	  cytopathology	  and	  especially	  pleural	  biopsy.	  Even	  when	  
thoracoscopy	  is	  used	  to	  obtain	  sufficient	  tissue,	  the	  histological	  differential	  diagnosis	  may	  
still	  prove	  difficult	  on	  small	  pleural	  biopsies.	  It	   includes	  distinguishing	  well-­‐differentiated	  
MMP-­‐E	   from	   reactive	   mesothelial	   proliferation	   and	   sarcomatoid	   or	   desmoplastic	  
mesothelioma	   from	   reactive	   pleural	   fibrosis.	   To	   date,	   there	   are	   no	   generally	   accepted	  
diagnostic	  biomarkers	  specific	  for	  distinguishing	  MPM	  from	  these	  non-­‐neoplastic	  reactive	  
pleural	   processes	   (that	   is,	   no	   markers	   can	   distinguish	   malignant	   from	   benign	  
mesothelium-­‐derived	   cells)	   and	   the	   proposed	   MPM-­‐markers	   have	   not	   shown	   enough	  
specificity	  and	  reproducibility	  or	  need	  further	  validation	  (97).	  
Furthermore,	   MMP-­‐E	   needs	   to	   be	   diagnostically	   differentiated	   from	   metastatic	   or	  
pseudomesotheliomatous	   (showing	   a	   diffuse	   mesothelioma-­‐like	   growth	   pattern)	  
carcinoma,	   usually	   pulmonary	   adenocarcinoma	   or	   adenocarcinoma	   from	   other	   organs	  
(breast,	  gastrointestinal	  tract	  etc.)	  (98).	  
In	   this	   case,	   immunohistochemistry	   (IHC)	   has	   indeed	   proved	   most	   valuable	   in	   the	  
differential	  diagnoses	  between	  MPM	  and	  metastatic	  adenocarcinomas,	  but	  despite	  many	  
antibodies	   are	   useful	   for	   this	   purpose,	   no	   antibody	   shows	   absolute	   specificity	   or	  
sensitivity	  for	  either	  tumour	  type	  (99-­‐101).	  
Therefore,	  the	  IMG	  recommends	  an	  IHC	  panel	  of	  antibodies	  as	  most	  valuable	  diagnostic	  
approach	   for	   achieving	   optimal	   sensitivity	   and	   specificity	   in	   the	   differential	   diagnosis	  
between	  MPM	  and	  other	  cancer	  types.	  	  	  
The	  range	  of	  antibodies	  included	  in	  this	  panel	  varies	  for	  their	  specificities	  and	  sensitivities	  
in	  MPM	  and	  adenocarcinoma.	  	  
According	  to	  the	  diagnostic	  algorithm	  recommended	  by	  the	  IMIG,	  the	  diagnosis	  of	  MPM	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is	  most	   likely	  when	  there	   is	  positive	  reaction	  for	  at	   least	  2	  mesothelial	  markers	  (such	  as	  
calretinin,	  WT-­‐1,	  D2-­‐40,	   CK5/6,	   vimentin,	  mesothelin	  or	   thrombomodulin)	   and	  negative	  
reaction	  for	  at	  least	  2	  adenocarcinoma	  markers	  (such	  as	  BerEp4,	  MOC31,	  CEA,	  TTF-­‐1)	  (97)	  
(Table	  I).	  	  
	  
Cancer/Marker	   Positive	  
Immunoreactivity	  
Sporadic	  
immunoreactivity	  
Negative	  
immunoreactivity	  
	  
MPM/	  
Mesothelial	  
markers	  	  
CK	  5/6,	  D2-­‐40,	  
calretinin,	  WT-­‐1,	  
thrombo-­‐modulin,	  
HBME-­‐1,	  
mesothelin,	  
vimentin	  	  
	   MOC-­‐31,	  B72.3,	  
CEA,	  
LeuM1,	  BerEP4,	  
TTF-­‐1	  
Adenocarcinoma	  
/	  Epithelial	  
markers	  
CEA,	  TTF-­‐1,	  BerEP4,	  
MOC-­‐31,	  CK7*	  
LeuM1,	  BerEP4,	  
B72.3,	  Vimentin	  
CK5/CK6,	  CK20,	  
calretinin,	  	  D2-­‐40,	  
WT-­‐1,	  mesothelin,	  
vimentin	  
	  
Table	   I	  Antibodies	  used	   in	  differential	   diagnostics	   of	  MPM	  and	  metastatic	   pulmonary	  
adenocarcinoma.	  CK:	  cytokeratin;	  WT-­‐1:	  Wilms	  tumor	  antigen-­‐1;	  CEA:	  carcinoembryonic	  
antigen,	  TTF-­‐1:	  thyroid	  transcription	  factor-­‐1.	  (*	  CK7	  is	  often	  positive	  also	  in	  MPM,	  thus	  
not	  specific	  for	  adenocarcinoma).	  
	  
It	  is	  often	  a	  diagnostic	  challenge	  to	  distinguish	  between	  MPM	  and	  adenocarcinoma	  and	  in	  
cytologic	  specimens.	  Many	  techniques,	  such	  as	  cell	  block	  preparation	  (making	  cell	  pellets	  
out	   of	   pleural	   fluid	   samples),	   histochemical,	   IHC	   and	   ultrastructural	   analysis	   have	   been	  
used	  to	  try	  to	  resolve	  these	  diagnostic	  problems.	  	  
As	  mentioned	  above,	   even	  more	  problematic	   is	   the	  differential	   diagnosis	   between	  MPM	  
and	   reactive	   mesothelial	   proliferation,	   since	   reactive	   mesothelial	   cells	   may	   exhibit	  
features	  usually	  associated	  with	  malignancy,	  such	  as	  increased	  cellularity,	  pleomorphism	  
and	  mitotic	  activity	  but	  typically	   form	  smaller,	   less	  complex	  groups	  than	  those	  of	  MMP,	  
which	  show	  larger,	  more	  complex	  aggregates.	  	  
Therefore,	   differentiation	   of	   MPM	   from	   benign	   mesothelial	   hyperplasia	   with	   reactive	  
atypia	  may	   be	   very	   difficult	   or	   impossible	   in	   cytologic	   specimens,	   since	   tissue	   invasion	  
cannot	  be	  evaluated	  (98).	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1.2.7	  	  Treatment	  
	  
MPM	  is	  difficult	  to	  diagnose	  at	  an	  early	  stage	  and	  practically	  all	  available	  single	  modality	  
treatment	  options	  (surgery,	  radiotherapy,	  chemotherapy,	  immunotherapy,	  gene	  therapy)	  
are	  ineffective.	  
For	   this	   reason,	  oncologists	  usually	  use	   the	  so-­‐called	   tri-­‐modal	  protocol	  comprising	  pre-­‐
operative	   chemotherapy,	   surgery	   and	   post-­‐operative	   radiotherapy	   in	   the	   treatment	   of	  
MPMs.	   Physicians,	   in	   fact	   determine	   a	   treatment	   regimen	   for	   any	   particular	   patient	   by	  
taking	   into	   account	   the	   stage	   of	   the	   disease,	   age	   of	   the	   patient,	   and	   other	   health	  
problems	  the	  patient	  has	  (102).	  
The	  patients	  with	   low-­‐stage	  disease	  (T1-­‐T3,	  NO-­‐N1),	  good	  performance	  status	  adequate	  
cardio-­‐pulomanry	   function,	   age	   <	   70	   years,	   and	   epithelioid	   histology	   are	   eligible	   for	  	  	  	  	  	  	  	  	  
tri-­‐modal	  therapy	  which	  is	  at	  the	  moment	  the	  best	  option	  to	  treat	  MPM.	  
Cytoreduction”	  or	  “debulking”	  are	  terms	  used	  to	  describe	  the	  removal	  of	  much,	  but	  not	  
all,	  of	  the	  malignant	  mass.	  This	  is	  sometimes	  the	  best	  the	  toracic	  surgeon	  can	  do	  because	  
the	  diffuse	  nature	  of	  the	  tumor	  growth.	  Surgery	  can	  take	  a	  good	  portion	  of	  the	  tumorous	  
tissue	  out.	   This	   can	  help	   the	  patient	   feel	   better	   –	   it	   reduces	  pain	   and	  makes	  breathing	  
easier.	   It	   might	   also	   slow	   the	   progression	   of	   the	   cancer	   in	   a	   small	   measure,	   however	  
surgery	  	  often	  cannot	  fully	  remove	  the	  cancer	  tissue	  in	  the	  case	  of	  MPM.	  
Common	   surgical	   procedures	   utilized	   in	   the	   management	   of	   MPM	   are	  
pleurectomy/decortication	   (P/D)	   and	   extrapleural	   pneumonectomy	   (EPP).	  
Pneumonectomy	  is	  a	  general	  procedure	  utilized	  not	  only	  in	  patients	  of	  MPM,	  but	  also	  for	  
those	  battling	  lung	  cancers	  or	  related	  lung	  conditions.	  	  
Pleurectomy	   by	   decortication	   is	   a	   more	   limited	   procedure	   than	   EPP	   and	   requires	   less	  
cardiorespiratory	  reserve;	   it	   involves	  dissection	  of	   the	  parietal	  pleura,	  and	  decortication	  
of	  the	  visceral	  pleura	  as	  well	  as	  possible	  resection	  of	  parts	  of	  pericardium	  and	  thoracic	  or	  
diaphragmatic	   muscle	   tissue	   if	   tumor-­‐infiltrated,	   followed	   by	   reconstruction.	   This	   this	  
procedure	  has	  a	  post-­‐operative	  mortality	  rate	  (3-­‐7%)	  which	  is	  less	  than	  the	  mortality	  rate	  
for	  EPP	  (103).	  
P/D	  can	  therefore	  be	  a	  “lung	  sparing”	  procedure,	  which	  is	  good	  for	  the	  patient’s	  general	  
health.	  It	  can	  in	  a	  few	  cases	  result	  in	  air	  leakage	  in	  the	  pulmonary	  system	  (subcutaneous	  
emphysema	  or	  pneumothorax)	  after	  surgery	  and	  empyema.	  
On	   the	   other	   hand,	   EPP	   is	   a	   much	   extensive	   procedure	   than	   P/D	   pleurectomy	   and	   is	  
associated	   with	   higher	   mortality	   (3-­‐15%);	   this	   procedure	   involves	   dissection	   of	   the	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parietal	  pleura	  and	  division	  of	  the	  pulmonary	  vessels,	  as	  well	  as	  en	  bloc	  resection	  of	  the	  
lung	  (or	  section	  of	  a	  lung),	  pleura,	  pericardium,	  lymph	  nodes,	  and	  diaphragm,	  followed	  by	  
reconstruction	  (pericardiunm	  and	  diaphragm	  are	  replaced	  by	  gore-­‐tex	  patches).	  
Although	  being	  a	  more	  radical	  surgery	  EPP	  was	  previously	  considered	  the	  most	  efficient	  
approach	   against	   MPM,	   the	   use	   of	   this	   very	   aggressive	   surgical	   procedure	   has	   been	  
questioned	   in	   most	   recent	   years.	   Even	   ifit	   can	   result	   in	   increased	   survival	   of	   younger	  
patients	  with	   optimal	   perfomance	   status	   and	   residual	   cardiopulmonary	   function	   (14-­‐28	  
months),	   it	   is	   associated	   with	   considerable	   post-­‐operative	   complications	   and	   mortality	  
risk	  	  in	  the	  majority	  of	  typical	  MPM	  patients	  (older	  >	  60	  years,	  compromised	  lung	  function	  
etc.)	  (103).	  
Chemotherapy	  is	  often	  used	  before	  surgery	  as	  a	  part	  of	  the	  tri-­‐modal	  protocol	  and	  alone	  
is	  recommended	  for	  patients	  with	  stage	  I-­‐IV	  disease	  who	  are	  not	  candidates	  for	  surgery	  
and	  for	  patients	  with	  sarcomatoid	  histology	  who	  are	  considered	  inoperable	  (103).	  
Chemotherapy	   for	  MPM	  has	   improved	   in	   the	   past	   decade	  with	   the	   introduction	   of	   the	  
antifolate	  agent	  pemetrexed,	  marketed	  as	  Alimta.	  	  
Pemetrexed	   is	   chemically	   similar	   to	  folic	   acid	  and	   is	   in	   the	   class	  of	   chemotherapy	  drugs	  
called	  folate	   antimetabolites.	   It	   works	   by	   inhibiting	   three	   enzymes	   used	  
in	  purine	  and	  pyrimidine	  synthesis.	   By	   inhibiting	   the	   formation	   of	   precursor	   purine	   and	  
pyrimidine	  nucleotides,	  pemetrexed	  prevents	   the	   formation	  of	  DNA	  and	  RNA,	  which	  are	  
required	  for	  the	  growth	  and	  survival	  of	  both	  normal	  cells	  and	  cancer	  cells.	  
Studies	  have	  shown	  that	  a	  combination	  regimen	  of	  pemetrexed	  with	  cisplatin	  results	  in	  a	  
better	  response	  rate	  than	  the	  use	  of	  either	  one	  by	  itself	  and	  the	  trimodality	  therapy	  with	  
neoadjuvant	   pemetrexed	   plus	   cisplatin,	   followed	   by	   radiotherapy	   is	   feasible	   with	   a	  
reasonable	   long-­‐term	   survival	   rate,	   particularly	   for	   patients	  who	   completed	   all	   therapy	  
(104).	  
Cisplatin	   acts	   as	   alkylating	   agent	   and	   binds	   to	   DNA	   to	   form	   intrastrand	   crosslinks	   and	  
adducts	   that	   bring	   about	   variations	   in	   the	   structure	   of	   the	   DNA	   and	   influence	   DNA	  
replication.	   Other	   functions	   of	   cisplatin	   comprise	   mitochondrial	   damage,	   decreased	  
ATPase	  activity,	  and	  alteration	  of	  cellular	  transport	  mechanisms.	  	  
Furthermore	   cisplatin	   determines	   cell	   cycle	   arrest	   in	   the	   G2-­‐phase	   and	   in	   addiction	  
facilitates	  apoptosis	  
Other	  combination	  therapies	  that	  have	  also	  been	  used	  for	  patients	  unfit	  for	  cisplatin	  are	  
carboplatin,	   a	   slightly	   less	   toxic	   platinum	  drug	   that	   interact	  with	  DNA	   to	   interfere	  with	  
DNA	  repair,	  and	  pemetrexed	  but	  the	  survival	  time	  remained	  the	  same	  (105).	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Combination	   cisplatin	   and	   gemcitabine,	   which	   interferes	   with	   DNA	   and	   RNA	   synthesis,	  
may	  be	  used	  if	  patients	  cannot	  take	  pemetrexed.	  
Unfortunately,	   MPM	   is	   highly	   resistant	   to	   all	   chemotherapy	   regimens	   adopted	   so	   far,	  
although	  selection	  of	  better	  responsive	  patients	  through	  potential	  predictive	  biomarkers	  
has	  been	  proposed	  (106).	  
MPM	   unfortunately	   resists	   traditional	   also	   radiotherapy,	   which	   is	   reccomended	   after	  
surgery	  and/or	  in	  conjunction	  with	  chemotherapy.	  
The	   tumor	   grows	   as	   a	   diffuse	   sheet	   throughout	   the	   pleural	   cavity	   and	   radiation	   can	  
damage	  healthy	  lung	  tissue.	  Intensity-­‐modulated	  radiotherapy	  is	  used	  in	  conjunction	  with	  
radical	  resection	  with	  extrapleural	  pneumonectomy.	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2.	  MicroRNAs:	  critical	  mediators	  of	  genes	  regulation	  
2.1	  	  	  	  Introduction	  to	  the	  world	  of	  microRNAs	  
	  
MicroRNAs	   (miRNAs)	   are	   ~	   22-­‐nucleotide-­‐long	   small	   RNA	  molecules	   that	   usually	   act	   as	  
endogenous	  repressors	  of	  gene	  activity	  as	  they	  predominantly	  bind	  to	  the	  3’	  untranslated	  
region	  (3’UTR)	  of	  messenger	  RNAs	  (mRNAs)	  to	  inhibit	  their	  translation	  or	  to	  induce	  their	  
cleavage.	   Even	   though	  miRNAs	  were	   initially	   discovered	   in	   the	   nematode	  C.	   elegans	   in	  
1993	  (107),	  then	  they	  have	  been	  studied	  in	  many	  organisms	  and	  now	  they	  are	  considered	  
to	  be	  expressed	  in	  all	  metazoan	  eukaryotes.	  
Most	   miRNAs	   in	   plants	   have	   almost	   perfect	   complementarity	   to	   their	   targets	   and	   this	  
characteristic	  allows	  the	  identification	  of	  miRNA-­‐target	  interactions,	  while	  in	  animals	  the	  
target	   prediction	   is	   more	   complicated	   since	   very	   few	   miRNAs	   are	   perfectly	  
complementary	  to	  their	  targets	  (108).	  	  
The	   location	  of	  miRNAs	  within	   the	  genome	  can	  be	  different	  because	   they	  can	   locate	   in	  
non-­‐coding	  regions	  between	  known	  genes	  and	  in	  this	  case	  they	  are	  intergenic	  or	  they	  can	  
be	   intronic	   when	   are	   located	   within	   protein	   coding	   genes	   (109)	   (Fig.	   8).	   Probabily	   the	  
intergenic	  miRNAs	   are	   transcribed	   from	   their	   own	   promoters	   and	  many	   are	   located	   in	  
miRNA	  clusters	  that	  produce	  long	  polycistronic	  transcipts.	  The	  intronic	  miRNAs	  are	  often	  
coordinately	   expressed	  with	   their	   host	   genes	   and	   for	   this	   reason	   are	   regulated	   by	   the	  
same	   factors	  as	   the	  host	  gene.	   In	  addition,	  many	  miRNAs	  can	  be	  expressed	   in	  a	   tissue-­‐
specific	   or	   developmental	   stage-­‐specific	   manner,	   indicating	   the	   importance	   of	  
coordinated	  regulation	  and	  function	  of	  miRNAs	  (110-­‐111).	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Fig.	  8	  Genomic	  locations	  of	  miRNAs.	  miRNAs	  may	  be	  located	  in	  almost	  any	  region	  of	  
the	  genome.	  They	  may	  be	  grouped	  into	  clusters	  or	  situated	  alone.	  	  
A,	  an	  intergenic	  single	  miRNA	  may	  be	  located	  many	  kb	  away	  from	  coding	  genes	  and	  
transcribed	  as	  a	  pri-­‐miRNA,	  such	  as	  it	  is	  the	  case	  with	  miR-­‐203.	  	  
B,	   polycistronic	   miRNAs	   may	   be	   grouped	   into	   a	   cluster	   and	   transcribed	   as	   a	   pri-­‐
miRNA,	  which	  yields	  several	  miRNAs.	  This	  occurs	  with	  the	  miR-­‐431~136	  cluster.	  	  
C,	   intronic	   miRNAs	   are	   located	   in	   canonical	   genes	   and	   are	   part	   of	   an	   intron.	   The	  
mature	  miRNA	  may	  be	  processed	  from	  the	  intron	  of	  the	  host	  gene	  
transcript.	  This	  occurs	  when	  miR-­‐126	  is	  processed	  from	  the	  EGFL7	  transcript.	  Arrow,	  
transcription	  start	  site;	  rectangle,	  exon;	  hairpin,	  pre-­‐miRNA.	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2.2	  	  	  	  MiRNAs	  biogenesis	  and	  basic	  functions	  
	  
Recent	   studies	   in	   the	   last	   year	   have	   shown	   that	   miRNA-­‐mediated	   activities	   are	   really	  
complex	  and	  that	  an	  intricate	  network	  of	  factors	  or	  cellular	  events	  rigorously	  drive	  miRNA	  
processing	  and	  biological	  activities	  in	  both	  negative	  and	  positive	  ways.	  This	  is	  the	  opposite	  
to	   the	   initial	   belief	   that	   miRNAs	   had	   very	   simple	   mechanisms	   to	   control	   target	   gene	  
expression.	  
These	   mechanisms	   depend	   on	   the	   system	   of	   post-­‐transciptional	   regulation	   used	   by	   a	  
miRNA	   that	   it	   is	   connected	   to	   the	   level	  of	   interaction	  with	   the	  messenger	  RNA	   (mRNA)	  
target	   in	   a	   sequence-­‐specific	   manner.	   For	   example,	   miRNAs	   that	   bound	   with	   nearly	  
perfect	  complementarity	  to	  their	  mRNA	  target,	  usually	   located	  within	  the	  coding	  region	  
of	   the	   mRNA,	   control	   mRNA	   cleavege	   (“slicing”)	   between	   the	   tenth	   and	   eleventh	  
nucleotides	  of	  the	  binary	  complex	  causing	  mRNA	  degradation.	  On	  the	  contrary,	  miRNAs	  
that	  bound	  with	  incomplete	  complementarity	  to	  their	  targets,	  occuring	  within	  the	  3’UTR	  
of	  the	  transcript,	  direct	  translational	  inhibition	  of	  their	  targets	  but	  do	  not	  have	  an	  effect	  
on	  total	  mRNA	  stability.	  Additional	  studies	  also	  suggest	  that	  even	  though	  animal	  miRNAs	  
identify	  their	  targets	  with	  incomplete	  complementarity,	  they	  need	  a	  perfect	  base	  pairing	  
of	   nucleotides	   2-­‐8	   in	   the	   5’	   portion	   of	   the	  mature	  miRNA,	   named	   “seed”	   sequence,	   to	  
modulate	  target	  expression.	  
In	   the	   human	   genome	   alone,	   there	   have	   been	   discovered	  more	   than	   2000	  miRNA	   and	  
thus	   account	   for	   1-­‐4	   %	   of	   expressed	   genes.	   Bionformatic	   programs	   looking	   for	   “seed”	  
matches	   in	   the	   3’UTR	   of	   protein-­‐coding	   messages	   for	   the	   purpose	   of	   finding	   miRNA	  
targets,	  suggest	  that	  a	  single	  miRNA	  could	  regulate	  hundreds	  of	  distinct	  targets	  and	  it	   is	  
evaluated	  that	  more	  or	  less	  a	  third	  of	  all	  animal	  genes	  are	  under	  miRNAs	  control.	  
Certainly,	  the	  high	  number	  of	  analyzed	  miRNAs,	  shows	  that	  they	  can	  direct	  a	  big	  range	  of	  
cellular	   processes	   linked	   to	   differentiation	   and	   growth,	   apoptosis,	   aging,	  metabolic	   and	  
immune	   responses.	   For	   this	   reason	   the	   dysregulation	   of	   miRNA	   expression	   is	   strictly	  
connected	  to	  human	  pathologies,	  for	  instance	  tumours,	  and	  different	  studies	  suggest	  that	  
these	  molecules	  act	  as	  tumor	  suppressor	  gene	  and	  oncogenes;	  thereby,	  miRNAs	  appear	  
to	  be	  useful	  diagnostic	  and	  therapeutic	   tools	  and	   in	   this	  manner	   in	   the	   future	   it	  will	  be	  
necessary	  to	  better	  understand	  the	  mechanism	  leading	  to	  miRNA	  maturation	  and	  target	  
modulation.	  	  	  
The	  miRNA	  biogenesis	  pathway	  has	   lately	  been	  determined	  in	  animals	  and	  involves	  two	  
different	  processing	  events,	  first	  in	  the	  nucleus	  and	  later	  in	  the	  cytoplasm	  for	  the	  purpose	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of	   generating	   the	   ~	   22	   nucleotide	  mature	   single-­‐stranded	  miRNAs	   (112-­‐113).	   Generally	  
miRNA	   genes	   are	   transcribed	   by	   Polimerase	   II	   (although	   there	   are	   examples	   of	  
Polymerase	   III	   transcription)	   causing	   the	   precense	   of	   a	   pri-­‐miRNA	   precursor	   averaging	  
100-­‐1000s	  nucleotides	  in	  lenght.	  	  
These	   pri-­‐miRNA	   transcripts	   are	   often	   capped,	   spliced,	   and	   polyadenylated,	   and	   can	  
encode	   sequences	   for	   multiple	   miRNA	   genes.	   Within	   the	   nucleus,	   the	   Drosha	  
Microprocessor	  complex,	  which	   is	   formed	  by	  the	  Rnase	   III	   type	  endonuclease	  Drosha	   in	  
association	  with	  the	  DiGeorge	  syndrome	  critical	  region	  gene	  8	  (DGCR8)	  as	  well	  as	  other	  
cofactors,	   e.g.	   the	   DEAD	   box	   RNA	   helicase	   p68/DDX5	   and	   p72/DDX17,	   identify	  
stemlooped	   secondary	   structures	   within	   the	   pri-­‐miRNA	   resulting	   in	   the	   excision	   and	  
release	   of	   	   ~	   70	   nucleotides	   hairpin	   precursors	   termed	   pre-­‐miRNAs.	   Finally,	   the	   pre-­‐
miRNA	  is	  exported	  out	  of	  the	  nucleus	  by	  the	  Exportin-­‐5/Ran-­‐GTP	  complex	  that	  specifically	  
recognizes	   dsRNAs	   (Fig.	   9).	   Once	   in	   the	   cytoplasm,	   the	   pre-­‐miRNA	   link	   with	   a	   second	  
Rnase-­‐III	   type	   enzyme	   called	   Dicer	   and	   its	   co-­‐factor,	   the	  mammalian	   TAR	   RNA-­‐binding	  
protein	   (TRBP)	   and	   possibly	   the	   Argonaute	   protein,	   resulting	   in	   the	   processing	   and	  
liberation	  of	  a	  ~	  22	  nucleotide	  miRNA-­‐miRNA*	  duplex	  (114).	  
Only	  one	  strand	  of	  the	  miRNA	  duplex,	  considered	  as	  the	  “guide”	  strand	  and	  usually	  the	  
thermodynamically	   least	   stable	   strand	   at	   the	   5’terminus,	   is	   in	   a	   preferential	   manner	  
loaded	   	   into	   a	   large	   multi-­‐protein	   miRNA	   ribonucleoprotein	   complex	   (miRNP,	   also	  
referred	   to	   as	   the	  miRISC	   complex)	  with	   the	  help	  of	  RNA	  helicase	  proteins,	   and	   is	   now	  
ready	   to	   control	   target	   gene	  expression.	   The	   “passenger”	   strand	  of	   the	  miRNA-­‐miRNA*	  
duplex	   (referered	   to	   as	   miRNA*)	   is	   ruled	   out	   to	   form	   the	   miRNA	   complex	   and	   then	  
degraded	  (115).	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The	  key	   functional	   component	  of	   the	  miRNP	  complex	   is	   the	  Argonaute	  proteins	   (AG01-­‐
4/eIFC2),	   for	   example	   AGO2	   is	   the	   only	   Argonaute	   protein	   with	   “slicer”	   activity	   and	   is	  
responsible	   for	   the	   miRNA-­‐directed	   cleavage	   of	   the	   target	   midway	   into	   the	  
complementary	   region.	   Nevertheless,	   all	   four	   Argonaute	   proteins	   can	   control	   miRNA-­‐
mediated	   translational	   repression	   and	  modulate	   the	  mRNA	   stability	   of	   their	   targets	   via	  
mechanisms	   different	   from	   “slicer”	   activity.	   In	   addiction	   to	   the	   Argonaute	   protein,	   the	  
miRNP	  complex	   requires	  addictional	  proteins	  such	  as	   the	  RNA-­‐binding	  protein	   fragile-­‐X-­‐
mental-­‐retardation	   protein	   (FMRP)	   (116),	   the	   p-­‐body	   marker	   GW182	   (117)	   and	   the	  
decapping	  activator	  RCK/p54	   (118),	  which	   in	  defined	  combinations	  probabily	  determine	  
by	  which	  miRNAs	  control	  target	  expression	  either	  at	  the	  mRNA	  or	  protein	  level.	  	  
Several	   studies	  have	   shown	  different	  mechanisms	   to	   clarify	  how	  miRNAs	  perform	  post-­‐
transcriptional	  regulation	  over	  their	  targets.	  	  
MiRNAs	  that	  down-­‐regulate	   the	  expression	  of	   their	   targets	  at	   the	  protein	   level	  seem	  to	  
act	  in	  	  two	  ways:	  either	  at	  the	  level	  of	  translation	  initiation	  or	  at	  the	  post-­‐initiation	  phases	  
of	  translation.	  The	  choice	  between	  the	  two	  is	  probably	  determinated	  by	  the	  presence	  of	  
specific	  cofactors	  in	  the	  cellular	  environment	  at	  the	  time	  of	  miRNP	  formation.	  In	  order	  to	  
stop	   the	   beginning	   of	   translation,	   AGO2	   can	   be	   involved	   to	   out-­‐compete	   eukaryotic	  
Fig.	   9	   miRNA	   biogenesis.	   MiRNAs	   are	   transcribed	   by	   RNA	   polymerase	   II	   as	   long	  
precursors	  (pri-­‐miRNA).	  Precursors	  are	  processed	  twice,	  once	  in	  the	  nucleous	  by	  the	  
Drosha	  enzyme	  that	  gives	  rise	  to	  the	  pre-­‐miRNA,	  and	  finally	  in	  the	  cytoplasm	  by	  the	  
Dicer	  enzyme	  in	  order	  to	  obtain	  the	  short	  duplex	  microRNA	  molecule.	  One	  of	  the	  two	  
strands	  of	  the	  miR	  duplex	  is	   loaded	  in	  the	  multiprotein	  RISC	  complex	  and	  is	  able	  to	  
recognize	  the	  target	  sequence.	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initiation	   factor	  4E	   (eIF4E)	   for	  binding	   to	   the	  m7G	  cap	  of	   the	  mRNA	  (	  119-­‐120)	  and	  can	  
link	  with	  eIF6	  to	  block	  the	  association	  of	  the	  40S	  and	  60S	  ribosomial	  subunits	  (121).	  Other	  
studies	  has	  shown	  that	  translational	  initiation	  may	  advance	  in	  normal	  way,	  but	  when	  the	  
miRNP	  complex	  is	  formed,	  it	  can	  slow	  down	  the	  elongantion	  or	  stop	  ribosomial	  activit	  by	  
unknown	  mechanism	  causing	  nascent	  polypeptide	  chain	  degradation	  (122).	  	  
In	   the	   end	  miRNPs	   have	   the	   capacity	   to	  modulate	  mRNA	   stability	   of	   their	   targets	   even	  
thoughit	   is	   unclear	   if	   mRNA	   degradation	   is	   a	   secondary	   effect	   of	   miRNA-­‐mediated	  
translational	   repression.	   Degradation	   of	  mRNAs	   connected	  with	  miRNP	   complexes	  may	  
include	  deadenylation,	  mRNA	  cleavage	  (distinct	  from	  “slicing”,	  i.e.	  cleavage	  outside	  of	  the	  
region	   of	   miRNA	   complementarity),	   and/or	   decapping	   followed	   by	   5’-­‐3’	   degradation	  
(123).	  
	  
2.3	  	  	  	  The	  role	  of	  miRNAs	  in	  cancer	  
	  
Tumours	   are	   caused	   by	   uncontrolled	   proliferation	   and	   the	   inappropriate	   survival	   of	  
damaged	   cells,	   which	   cause	   cancer	   growth.	   Cells	   have	   developed	   many	   safeguards	   to	  
control	  that	  cell	  division,	  differentiation	  and	  death	  occur	  accurately	  and	  in	  a	  coordinated	  
manner,	  both	  during	  development	  and	  in	  the	  adult	  body.	  	  
Many	   cellular	   factors	   switch	   on	   or	   off	   genes	   that	   modulate	   cellular	   proliferation	   and	  
differentiation	  and	  damages	  to	  these	  genes,	  which	  are	  called	  tumour-­‐suppressor	  genes	  or	  
oncogenes,	  are	  necessary	  for	  the	  beginning	  of	  the	  tumor	  process.	  	  
Most	  tumour	  suppressor	  genes	  and	  oncogenes	  are	  first	  transcribed	  from	  DNA	  into	  RNA,	  
and	  are	  subsequently	  translated	  into	  protein	  to	  play	  their	  effects;	  the	  same	  situation	  can	  
occur	  with	  the	  miRNAs,	  therefore	  they	  could	  act	  	  as	  tumour	  suppressors	  and	  oncogenes.	  	  	  
In	   normal	   tissues	   the	   correct	   miRNA	   transcription,	   processing	   and	   binding	   to	  
complementary	  sequences	  on	  the	  target	  mRNA	  determine	  the	  repression	  of	  target-­‐gene	  
expression	   through	   a	   block	   in	   protein	   translation	   or	   altered	  mRNA	   stability.	   	   The	   total	  
result	  is	  normal	  rates	  of	  cellular	  growth,	  proliferation,	  differentiation	  and	  cell	  death	  (124)	  
(Fig.	  10).	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Like	  proteins-­‐coding	  genes,	  miRNAs	  act	  as	  tumor	  suppressors	  when	  their	  function	  loss	  can	  
initiate	  or	  contribute	  to	  the	  malignant	  transformation	  of	  normal	  cells.	  Thi	  loss	  may	  be	  due	  
to	   many	   mechanisms,	   like	   genomic	   deletion,	   mutation,	   epigenetic	   silencing,	   and/or	  
miRNA	   processing	   alterations	   (125-­‐126).	   A	   reduction	   or	   elimination	   of	  mature	  miRNAs	  
levels	   can	   involve	   the	   inappropriate	   expression	   of	   the	  miRNA-­‐target	   oncoproteins.	   The	  
total	   result	   could	   detemine	   increased	   proliferation,	   invasiveness	   or	   angiogenesis,	  
decreased	   levels	  of	  apoptosis,	  or	  undifferentiated	  or	  de-­‐differentiated	   tissue	  and	   in	   the	  
end	  cause	  tumour	  formation.	  	  
The	  amplification	  or	  overexpression	  of	  miRNAs	  which	  have	  an	  oncogenic	  role	  would	  also	  
result	  in	  cancer	  developement.	  In	  this	  situation,	  increased	  levels	  of	  miRNAs,	  which	  might	  
be	   produced	   at	   inappropriate	   times	   or	   in	   the	   wrong	   tissues,	   would	   eliminate	   the	  
expression	   of	   a	   miRNA-­‐target	   tumour-­‐suppressor	   gene.	   Increased	   levels	   of	   mature	  
miRNAs	  might	  occur	  because	  of	  amplification	  of	  the	  miRNA	  genes,	  uncontrolled	  activity	  of	  
promoters,	  increased	  efficiency	  in	  miRNAs	  processing	  or	  increased	  stability	  of	  miRNAs.	  
The	   first	   sign	   that	   miRNAs	   could	   act	   as	   tumour	   suppressors	   came	   from	   a	   study	   that	  
showed	  that	  patients	  with	  B-­‐cell	  chronic	  lymphocytic	  leukemia	  (CLL),	  often	  have	  deletions	  
or	   downregulation	   of	   two	   clustered	   miRNA	   genes,	   mir-­‐15	   and	   mir-­‐16-­‐1	   (127).	   These	  
miRNAs	   are	   located	   within	   the	   intron	   of	   a	   non-­‐protein-­‐coding	   RNA	   gene	   of	   unknown	  
Fig.	  10	  MiRNAs	  can	  function	  as	  tumour	  suppressors	  and	  oncogenes.	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function,	  which	  is	  called	  LEU2	  in	  the	  13q14.2	  region	  and	  negatively	  regulate	  BCL2,	  which	  
is	  an	  anti-­‐apoptotic	  gene	  that	   is	  often	  overexpressed	   in	  many	  types	  of	  human	  tumours,	  
including	   leukaemias	   and	   lymphomas.	   Indeed	   it	   seems	   that	   the	   deletion	   or	  
downregulation	  of	  mir-­‐15a	  and	  mir-­‐16-­‐1	  results	  in	  increased	  expression	  of	  BCL2,	  causing	  
leukaemogenesis	  and	  lymphomagenesis	  in	  haematopoietic	  cells	  (128).	  	  
In	  a	  similar	  vein,	  the	  let-­‐7	  family	  of	  miRNAs	  is	  downregulated	  in	  many	  cancers	  located	  in	  
the	  lung	  and	  the	  breast.	  These	  miRNA	  map	  in	  fragile	  genomic	  and	  functionally	  block	  the	  
mRNAs	  of	  well-­‐characterized	  oncogenes,	  such	  as	  the	  Ras	  family,	  HMGA2,	  and	  c-­‐myc,	  and	  
determine	  apoptosis	  and	  cell	  cycle	  arrest	  when	  overexpressed	   in	   lung	  and	  colon	  cancer	  
and	  in	  Burkitt	  lymphoma	  cell	  lines	  (129-­‐132).	  
The	  miR-­‐29	   family	  members	  have	  been	  shown	  to	  be	  downregulated	  in	  CLL,	   lung	  cancer,	  
invasive	  breast	   cancer,	  AML,	  and	  cholangiocarcinoma	   (133-­‐135)	  and	  has	   three	   isoforms	  
arranged	   in	   two	   clusters:	  miR-­‐29b-­‐1/miR-­‐29°	   in	   chromosome	   7q32	   and	  mir-­‐29b-­‐2/miR-­‐
29c	  in	  chromosome	  1q23.	  	  
It	   is	   interesting	   that	  chromosome	  7q32	   is	  a	   frequent	  area	  of	  deletion	   in	  myelodysplasia	  
and	  therapy-­‐related	  acute	  myeloid	  leukemia	  (AML).	  	  	  
The	  list	  of	  miRNAs	  that	  act	  as	  oncogenes	  is	  short,	  but	  many	  studies	  showed	  that	  their	  role	  
in	  tumoral	  progression	  is	  very	  powerful.	  	  
MiR-­‐155	  was	  one	  of	  the	  first	  described	  and	   it	   is	   located	   in	  chromosome	  21q23	  within	  a	  
host	  noncoding	  RNA,	  named	  the	  B	  cell	  integration	  cluster	  (BIC).	  Many	  reports	  have	  shown	  
that	  miR-­‐	  155	  is	  highly	  expressed	  in	  pediatric	  Burkitt	  lymphoma,	  Hodgkin	  disease,	  primary	  
mediastinal	  non-­‐Hodgkin	  lymphoma	  (136-­‐138),	  AML	  (134),	  lung	  cancer	  (139),	  and	  breast	  
cancer	  (140).	  
An	  another	  example	  of	   	  miRNA	   that	   functions	  as	   an	  oncogene	   is	  miR-­‐21,	   indeed	   this	   is	  
upregulated	  in	  a	  wide	  variety	  of	  hematological	  malignancies	  and	  solid	  tumors,	  like	  acute	  
myeloid	   leukemia	   (AML)	   (134),	   CLL	   (141),	   glioblastoma,	   and	   tumours	   of	   the	   pancreas,	  
prostate,	   stomach,	   colon,	   lung,	  breast	  and	   liver	   (142-­‐144).	   Furthermore,	  overexpressing	  
miR-­‐21	   in	  glioblastoma	  cells	   inhibits	  apoptosis,	  while	  silencing	   its	  expression	   in	  cultured	  
liver	   glioblastoma	   and	   breast	   cancer	   cells	   using	   antisense	   oligonucleotides	   stops	   cell	  
growth,	   triggers	   activation	   of	   caspases,	   and	   increases	   apoptotic	   cell	   death	   by	   targeting	  
tumor	  suppressor	  genes	  such	  as	  PTEN	  and	  PDCD4	  (programmed	  cell	  death	  4)	  (144-­‐147).	  
The	  miR-­‐17-­‐92	   cluster,	  which	   comprises	   six	  molecules	   (miR-­‐17,	  miR-­‐18a,	  miR-­‐19a,	  miR-­‐
20a,	  miR-­‐19b-­‐1,	   and	  miR-­‐92-­‐1),	   is	   an	   another	   instance	  of	   this	   kind	  of	  miRNAs,	  which	   is	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located	   within	   800	   base	   pairs	   in	   the	   noncoding	   gene	   at	   13q31.3	   and	   it	   is	   frequently	  
amplified	  in	  follicular	  lymphoma	  and	  diffuse	  large	  B	  cell	  lymphoma	  (148).	  	  
Moreover	   these	   miRNAs	   in	   the	   miR-­‐17-­‐92	   cluster	   have	   an	   important	   role	   in	   lung	  
development	  and	  in	  regulation	  of	  the	  immune	  and	  hematopoietic	  systems	  (149-­‐151)	  and	  
are	  also	  highly	  expressed	  in	  a	  variety	  of	  solid	  cancers	  and	  hematological	  malignancies,	  like	  
tumours	   of	   the	   breast,	   colon,	   lung,	   pancreas,	   prostate,	   and	   stomach	   as	   well	   as	  
lymphomas	  (143).	  They	  promote	  proliferation,	  induce	  tumor	  angiogenesis,	  and	  cooperate	  
with	   c-­‐myc,	   an	   oncogene	   that	   is	   often	   activated	   in	   cancer	   (152-­‐154).	   An	   another	  
important	   role	   of	   this	   cluster	   is	   the	   down-­‐modulation	   of	   two	   validated	   targets:	   the	  
antiapoptotic	  protein	  Bim	  and	  the	  tumor	  suppressors	  PTEN	  and	  p21	  (150-­‐151).	  	  
	  
2.4	  	  	  	  MiRNAs	  involved	  in	  MPM	  
	  
The	   definitive	   identification	   of	   MPM	   has	   significant	   clinical	   implications	   since	   other	  
cancers	  often	   involve	   the	  pleura,	   confounding	   the	  diagnosis	  of	  MPM.	   In	   the	  absence	  of	  
accurate	   markers,	   MPM	   can	   be	   difficult	   to	   distinguish	   from	   peripheral	   lung	  
adenocarcinoma	   and	   metastatic	   epithelial	   cancers.	   For	   this	   reason	   studying	   miRNAs	  
expression,	  that	  is	  tissue-­‐specific,	  could	  be	  highly	  informative	  for	  identifying	  tumor	  origin. 
MiRNAs	   are	   often	   used	   as	   potential	   biomarkers	   in	   diagnostic	   analysis	   and	   they	   can	   be	  
studied	   in	   tissue	   samples	   utilized	   for	   routine	   pathology	   because	   of	   their	   stability	   that	  
allows	  them	  to	  be	  quantified	  in	  formalin-­‐fixed	  paraffin-­‐embedded	  (FFPE)	  material	  by	  PCR	  
and	  in	  situ	  hybridization	  (ISH)	  techniques	  (143,	  155-­‐158).	  	  
Others	  and	  we,	  in	  the	  Laboratory	  of	  Molecular	  Pathology	  of	  the	  Pathology	  Department	  at	  
Rigshospitalet	   in	   Copenhagen,	   have	   recently	   repported	   miRNAs	   that	   may	   distinguish	  
between	  MPM	  or	  among	  different	  histological	  subtypes	  of	  MPM	  (159-­‐168).	  Nevertheless,	  
it	   is	  not	  still	   clear	   if	  we	  can	  consider	   these	  miRNA	  data	  useful	   to	  distinguish	  MPM	  from	  
non-­‐neoplastic	   mesothelial	   proliferations	   (RMPs)	   (168)	   that	   is	   the	   main	   diagnostic	  
problem	  when	  pleural	  biopsies,	  extracted	  from	  patients	  with	  clinical	  suspect	  of	  MPM,	  are	  
analyzed.	  	  
In	  order	  to	  identify	  different	  diagnostic	  miRNAs	  that	  could	  function	  as	  diagnostic	  markers	  
of	  MPM	  and	  aid	  in	  the	  difficult	  differential	  diagnosis	  with	  RMPs,	  it	  has	  been	  performed	  a	  
quantitative	   RT-­‐PCR	   (RT-­‐qPCR)	   screening	   of	   742	   miRNAs	   and	   validation	   of	   the	   miRNA	  
expression	   in	   patient-­‐matched	   diagnostic	   pleura	   biopsies,	   surgical	   tissue	   specimens	   of	  
MPM	   and	   corresponding	   non-­‐neoplastic	   pleura	   (NNP).	   Results	   have	   showed	   that	   4	  
miRNAs	   (miR-­‐126,	   miR-­‐143,	   miR-­‐145	   and	   miR-­‐652)	   are	   significantly	   down-­‐regulated	   in	  
	   38	  
resected	  MPM	  and	  diagnostic	  tumor	  biopsies	  as	  compared	  to	  NNP	  or	  non-­‐neplastic	  RMP	  
induced	  by	  pneumothorax	   (169)	   (Fig.	  11).	   In	  addition,	  binary	   logistic	   regression	  analysis	  
on	  the	  RT-­‐qPCR	  data	  for	  the	  4	  miRNAs	  has	  shown	  that	  by	  combining	  the	  4	  miRNAs	  in	  a	  4-­‐
miRNA-­‐classifier,	   it	   is	   possible	   to	   distinguish	   	  MPM	   from	  NNP	  with	   high	   sensitivity	   and	  
specificity.	   Finally	   it	   has	   been	   shown	   that	   the	   level	   of	   miR-­‐126	   in	   MPM	   is	   inversely	  
correlated	  with	  that	  of	   its	  known	  target,	  the	   large	  neutral	  amino	  acid	  transporter,	  small	  
subunit	  1	  (LAT1).	  Overall,	  these	  results	  indicate	  that	  miR-­‐126,	  miR-­‐143,	  miR-­‐145,	  and	  miR-­‐
652	  may	   be	   suitable	   biomarkers	   for	   distinguishing	  MPM	   from	  RMP	   (169).	   Some	   of	   the	  
miRNAs	  in	  MPM	  identified	  to	  be	  differentially	  expressed	  in	  MPM	  also	  appear	  to	  correlate	  
with	  the	  pateints	  prognosis	  (169).	  
	  	  
	  
	  
	  
	  
	  
	  
	  
Fig.	   11	   Tukey-­‐boxplots	   of	  miR-­‐126	   (A),	  miR-­‐143	   (B),	  miR-­‐145	   (C),	   and	  miR-­‐652	   (F)	  
levels	   in	   tissue	   samples	   of	   diagnostic	   biopsies	   (DB),	   malignant	   pleural	  
mesothelioma	   (MPM),	   non-­‐neoplastic	   pleura	   (NNP)	   and	   reactive	   mesothelial	  
proliferation	  after	  pneumothorax	  (PTHX).	  Plots	  are	  based	  on	  real-­‐time	  qPCR	  data.	  
The	   box	   delimits	   the	   25th	   and	   75th	   percentiles.	   Horizontal	   lines	   inside	   the	   boxes	  
mark	   the	   median.	   Vertical	   lines	   mark	   the	   interval	   between	   10th	   and	   90th	  
percentiles.	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3.	  MiR-­‐126	  and	  its	  host	  gene	  EGFL7:	  new	  players	  in	  cancer	  
3.1	  	  	  	  EGFL7:	  structure	  and	  expression	  pattern	  
	  
The	  main	   processes	   connected	   to	   growth	   of	   new	  blood	   vessels	   are	   vasculogenesis	   and	  
angiogenesis.	  Vasculogenesis	  is	  the	  first	  step	  and	  requires	  the	  development	  of	  endothelial	  
precursor	   cells	   (angioblasts)	   from	   mesodermal	   cells	   while	   angiogenesis	   entails	   the	  
formation	   of	   primitive	   blood	   vessels	   that	   are	   then	   modified	   and	   converted	   into	   a	  
functional	  vascular	  network.	  
Many	  factors	  can	  modulate	  these	  cellular	  programes	  and	  for	  this	  reason	  different	  studies	  
in	  cardiovascular	  research	  have	  focused	  on	  their	   identification,	  for	  example	  recently	  has	  
been	   identified	   a	   new	   molecular	   player	   in	   the	   field	   of	   blood	   vessel	   formation	   called	  
EGFL7,	  a	  protein	  also	  known	  as	  VE-­‐statin,	  MEGF7,	  Notch4-­‐like	  protein	  or	  Zneu1.	  
An	  Initial	  report	  on	  the	  function	  of	  EGFL7	  in	  the	  vascular	  system	  showed	  that	  EGFL7	  had	  
the	   capacity	   to	   inhibit	   the	  migration	   but	   not	   the	   proliferation	   of	   human	   aortic	   smooth	  
muscle	  cells	  in	  vitro	  (170);	  therefore	  this	  first	  study	  suggested	  that	  EGFL7	  may	  have	  a	  role	  
as	  a	  modulator	  of	  blood	  vessel	  growth.	  Nevertheless,	  an	  another	  study	  of	  2004	  showed	  
that	  EGFL7	  can	  act	   as	   an	   important	   tubulogenic	   factor	   in	   the	  process	  of	   vasculogenesis	  
(171).	  
This	  protein	  is	  conserved	  among	  vertebrates	  but	  an	  orthologue	  is	  also	  found	  in	  Drosophila	  
melanogaster	   (CG7447)	  while	   two	  alternative	   splice	   variants	  have	  been	  analyzed	   in	   the	  
mouse	  genome	  (170).	  	  
The	   analysis	   of	   human	   EGFL7	   gen	   displayed	   its	   location	   on	   chromosome	   9	   and	   the	  
presence	   of	   10	   exons,	   but	   only	   exons	   3–9	   encode	   for	   the	   EGFL7	   protein	   that	   shows	   a	  
modular	  structure	  with	  an	  N-­‐terminal	  signal	  secretion	  peptide	  (SS),	  followed	  by	  an	  Emilin-­‐
like	  domain	  (EMI)	  that	  is	  succeeded	  by	  two	  EGF-­‐like	  domains	  (EGF).	  	  
One	  of	  the	  these	  EGF-­‐like	  domains	  comprises	  a	  region	  that	  is	  similar	  to	  the	  Delta-­‐Serrate-­‐	  
LAG-­‐2	  domain,	  a	   sequence	   that	   is	   conserved	   in	   ligands	   that	  bind	  Notch,while	   the	  other	  
domain	  binds	  Ca2+.	  In	  the	  end	  there	  is	  a	  C-­‐terminal	  coiled-­‐coil	  structure	  (170-­‐172)	  (Fig	  12).	  
Fig.	  12	  Domain	  organization	  of	  
EGFL7.	   The	   modular	   assembly	  
of	   EGFL7's	   domains	   is	  
conserved	   among	   vertebrate	  
species.	   The	   EGFL7	   orthologue	  
CG7447	   in	   Drosophila	  
melanogaster	   shares	   the	   same	  
overall	   structure	   but	   differs	   in	  
total	  length.	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Several	  studies	  demonstrated	  also	  the	  existence	  of	  three	  alternative	   isoforms	  of	  human	  
EGFL7	   that	   have	   the	   same	   open	   reading	   frame	   but	   are	   transcribed	   from	   separate	  
promoters	  (173).	  In	  addition	  EGFL7	  gene	  encodes	  the	  biologically	  active	  miRNAs	  miR-­‐126	  
and	   miR-­‐126*	   (its	   complement)	   that	   are	   relevant	   for	   the	   development	   of	   the	  
cardiovascular	   system	  and	  have	  been	   involved	   in	   cardiovascular	  diseases	  as	  well	   as	   the	  
formation	  and	  progression	  of	  different	  tumour	  types	  (174-­‐177)	  (Fig.	  13).	  
	  
Initially	   EGFL7	   was	   described	   as	   a	   protein	   exclusively	   secreted	   by	   vascular	   endothelial	  
cells	   at	   all	   stages	  of	  mouse	  development	   (172,	   178)	   but	   subsequently	   its	   presence	  was	  
demonstrated	  in	  the	  primordial	  germ	  cells	  during	  homing	  into	  the	  gonads	  and	  in	  several	  
kinds	  of	  cells	  (179).	  	  
Interestingly,	  EGFL7	  is	  expressed	  also	  within	  the	  neurons	  of	  adult	  mice	  and	  this	  indicates	  
that	  EGFL7	  could	  have	  an	   important	  role	   in	  many	  biological	  processes	   in	  various	  tissues	  
and	  not	  only	  in	  the	  vascular	  system	  (80).	  	  
During	  mouse	   development	   EGFL7	   becomes	  measurable	   at	   the	   blastocyst	   stage	  with	   a	  
marked	   increase	   in	   expression	   levels	   at	   embryonic	   day	   E7.5	   to	   E8.5	   and	   later	   his	  
expression	  continues	  to	  be	  at	  a	  constant	  level	  (170,	  172).	  	  
Upon	  birth,	  EGFL7	  becomes	  downregulated	  in	  the	  vascular	  system	  and	  high	  levels	  of	  the	  
protein	   can	   be	  measured	   in	   a	   subset	   of	   vessels	   in	   the	   lung,	   heart,	   kidney,	   spleen	   and	  
uterus.	  	  
In	  the	  adult	  vasculature	  its	  expression	  is	  maintained	  restricted	  to	  areas	  of	  active	  vascular	  
remodeling,	  e.g.	  during	  menstruation	  and	   in	   the	  uterus	  during	  pregnancy	   (physiological	  
angiogenesis)	  or	   alternatively,	  under	  pathological	   conditions	  of	   vessel	   formation	  due	   to	  
arterial	  injury	  (178),	  or	  in	  human	  solid	  cancers(171).	  	  
Fig.	   13	   Localization	   of	   miR-­‐
126/miR-­‐126*	   within	   the	  
primary	   human	   EGFL7	  
transcript.	  This	  is	  a	  schematic	  
representation	   of	   three	  
alternative	   primary	   human	  
EGFL7	   transcripts,	   which	  
initiate	   from	   separate	  
promoters	   but	   contain	   the	  
same	   open	   reading	   frame.	  
Non-­‐coding	   exons	   are	  
indicated	  in	  uncolored	  boxes,	  
coding	  exons	  in	  colored	  ones.	  
miR-­‐126	   and	   miR-­‐126*	   are	  
localized	   within	   intron	   7	   of	  
EGFL7	  in	  all	  vertebrates.	  
Fig.	   12	   Domain	   organization	  
of	   EGFL7.	   The	   modular	  
assembly	  of	  EGFL7's	  domains	  
is	   conserved	   among	  
vertebrate	   species.	   The	  
EGFL7	   orthologue	   CG7447	   in	  
Drosophila	   melanogaster	  
shares	   the	   s me	   overall	  
structure	   but	   differs	   in	   total	  
length.	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In	  sum,	   the	  expression	  pattern	  of	  EGFL7	  suggests	   that	   this	   factor	   is	  necessary	   for	  blood	  
vessel	  formation	  and	  remodeling	  and	  differently	  from	  other	  secreted	  angiogenic	  proteins,	  
EGFL7	   has	   a	   peculiar	   characteristic	   because	   it	   is	   mainly	   expressed	   by	   and	   acts	   on	  
endothelial	  cells.	  
Conversely	   various	   types	   of	   cells	   like	   macrophages,	   epithelial	   cells,	   and	   aortic	   smooth	  
muscle	  cells	  can	  express	  e.g.	  VEGF	  and	  endothelial	  cells	  are	  only	  a	  minor	  source	  of	   this	  
factor	  while	  FGF-­‐2	  is	  even	  more	  widely	  expressed	  and	  is	  described	  in	  almost	  all	  tissues	  of	  
mesodermal	  and	  neuroectodermal	  origin.	  
In	   addition	   the	   analogy	   of	   the	   EGFL7	   expression	   profile	   to	   that	   of	   the	   angioblast	   and	  
endothelial	   cell	   marker	   VEGFR2,	   indicates	   that	   EGFL7	   could	   be	   an	   excellent	   candidate	  
marker	  of	  endothelial	  cells	  and	  their	  precursors	  (171,	  172,	  178).	  
Recent	   publications	   suggest	   that	   EGFL7	   may	   modulate	   blood	   vessel	   development	   by	  
creating	   a	   permissive	   environment	   for	   angiogenesis	   facilitating	   endothelial	   cell	  
proliferation,	  migration,	  sprouting,	  and	  invasion	  (171,	  178,	  181).	  
This	   could	   occur	   because	   EGFL7	   has	   the	   capacity	   to	   remodel	   the	   extracellular	   matrix	  
(ECM)	   and	   probabily	   it	   is	   produced	   by	   sprouting	   vessels	   and	   deposited	   around	  
extracellular	  environment	  (Fig.	  14).	  
Furthermore,	   EGFL7	   deposition	   into	   the	   ECM	   is	   favoured	   by	   fibronectin	   and	   type	   I	  
collagen,	   both	   of	  which	   belong	   to	   a	   group	   of	   ECM	  proteins	   that	   the	   nascent	   vessel	   on	  
tissue	  invasion	  can	  encounter	  (181).	  	  
EGFL7	  also	  controls	   the	  rigidity	  of	   the	  ECM	  by	  blocking	  the	  deposition	  of	  mature	  elastic	  
fibers	   and	   by	   repressing	   lysyl	   oxidase	   (LOX)–mediated	   conversion	   of	   tropoelastin	   into	  
elastin	  (182).	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  
Fig.	   14	   Model	  
depicting	   the	   role	  
of	   EGFL7	   in	  
angiogenesis.	  	  
(A-­‐B)	   EGFL7	   is	   a	  
protein	   that	   is	  
expressed	   by	  
endothelial	   cells,	  
including	   the	  stalk	  
and	   tip	   cells	   of	  
sprouting	  vessels.	  
One	   secreted,	   EGFL7	   binds	   to	   the	   ECM	   and	   shows	   overlapping	   expression	   with	  
fibronectin	   and	   collagen	   type	   IV.	   (A)	   EGFL7	   controls	   endothelial	   cell	   sprouting,	  
migration,	   and	   proliferation.	   (B).	   EGFL7	   also	   signals	   to	   the	   ECM	   and	  modulates	   its	  
rigidity	   by	   inhibiting	   lysyl	   oxidase	   (LOX)–mediated	   conversion	   of	   tropoelastin	   into	  
elastin.	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Thus,	  it	  seems	  clear	  that	  EGFL7	  has	  an	  important	  role	  in	  angiogenic	  growth	  by	  influencing	  
both	  endothelial	  cell	  behavior	  and	  specific	  signaling	  to	  the	  ECM	  environment.	  
Another	  interesting	  evidence	  about	  the	  role	  of	  EGFL7	  in	  angiogenesis	  is	  the	  link	  between	  
EGFL7	  and	  Notch	  signaling	  (180).	  	  
The	   Notch	   pathway	   is	   evolutionarily	   conserved	   and	   controls	   basic	   processes	   such	   as	  
development,	  cell-­‐fate	  determination,	  and	  differentiation.	  	  
Notch-­‐mediated	  signal	  transduction	  is	  based	  on	  several	  key	  factors:	  four	  Notch	  receptor	  
isoforms	   (Notch1-­‐4)	   and	   five	   ligands	   of	   the	   Delta	   (Dll1,	   3	   and	   4)	   or	   the	   Jagged	   type	  
(Jagged1	  and	  2).	  
Signaling	   in	   this	   pathway	   progresses	   through	   ligand-­‐receptor	   binding	   that	   determines	  
intra-­‐membrane	  proteolysis	  of	  the	  Notch	  receptor	  and	  release	  of	  the	  Notch	  intracellular	  
domain	  (NICD).	  The	  activated	  C	  terminus	  of	  the	  Notch	  receptor	  moves	  into	  the	  nucleus,	  
where	  it	  connects	  to	  the	  DNA-­‐binding	  protein	  CSL	  to	  support	  transcription.	  
The	  Notch	  pathway	  has	  an	  essential	   role	   in	   the	   tip-­‐stalk	   cell	  decision	  during	  angiogenic	  
sprouting	   since	   high	   levels	   of	   Dll4	   expressed	   on	   filopodia-­‐rich	   tip	   cells	   that	   drive	   the	  
angiogenic	  sprout	  activate	  Notch	  receptors	  situated	  on	  the	  adjacent	  stalk	  cells.	  	  
Even	  though	  it	  is	  not	  completely	  understood	  how	  this	  suppresses	  the	  tip	  cell	  phenotype,	  
it	   seems	   that	   the	   activation	   of	   the	   Notch	   pathway	   causes	   a	   downregulation	   of	   the	  
expression	   of	   VEGF	   receptors	   and	   therefore	   affects	   the	   response	   of	   stalk	   cells	   to	   the	  
surrounding	  VEGF	  (183).	  
Jagged1	   has	   been	   suggested	   to	   be	   exclusively	   expressed	   on	   stalk	   cells	   where	   it	  
antagonized	   Dll4-­‐mediated	   activation	   of	   Notch	   receptors	   in	   fact	   elevated	   levels	   of	  
Jagged1	  cause	  increased	  angiogenesis	  and	  tip	  cell	  numbers	  (184).	  	  
In	  this	  contest	  a	  study	  demonstated	  that	  EGFL7	  can	  act	  as	  an	  inhibitor	  of	  Notch	  receptor	  
activation	   by	   competition	   with	  
Jagged-­‐type	   ligands	   and	   preliminary	  
data	  suggested	  a	  selective	  binding	  of	  
EGFL7	  to	  Dll4	  	  (181)(Fig	  15).	  	  
	  
Fig.	   15	   Model	   describing	   the	  
putative	   role	   of	   EGFL7	   in	   Notch	  
signaling.	   EGFL7	   antagonizes	  
Notch/ligand	   interaction	   by	   either	  
binding	   to	   the	   receptor	   or	   its	  
corresponding	   ligand	   and	   inhibits	  
target	  gene	  expression.	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These	   findings	   showed	   that	   EGFL7	   could	   modulate	   vascular	   Notch	   signaling	   during	  
angiogenic	  sprouting	  since	  it	  reduces	  Notch	  target	  gene	  expression	  and	  induces	  a	  regular	  
hyperangiogenic	   response,	   similar	   to	   what	   has	   been	   observed	  when	   Notch	   signaling	   is	  
blocked	  (184).	  
As	  we	  have	  underlined	  previously,	  EGFL7	  is	  expressed	  in	  several	  cancers	  	  included	  kidney	  
tumors,	  malignant	  gliomas,	  hepatocellular	  carcinomas	   (HCCs),	  and	  colon	  cancers	  and	   its	  
possible	   role	   in	   promoting	   tumor	   angiogenesis	   make	   EGFL7	   a	   potential	   target	   for	  
antiangiogenesis	  therapy.	  	  
The	  idea	  of	  antiangiogenic	  strategies	  is	  to	  avoid	  that	  cancer	  obtains	  essential	  nutrients	  in	  
order	  to	  inhibit	  new	  vessel	  growth	  and	  break	  existing	  ones.	  
A	   typical	   instance	   is	   the	   anti-­‐VEGF	   treatment	   that	   combined	   with	   chemotherapy,	   has	  
revealed	  to	  be	  of	  clinical	  benefit	  in	  the	  context	  of	  solid	  cancers	  (185).	  Anti-­‐VEGF	  therapy	  
cuts	   preexisting	   vessels	   but	   also	   stops	   the	   growth	   of	   new	   ones;	   in	   addition,	   it	   causes	  
vessel	  normalization	  seein	  as	  increases	  in	  mural	  cell	  recruitment	  and	  vessel	  maturation.	  	  
The	  resulting	  normalized	  cancer	  vasculature	  facilitates	  the	  delivery	  of	  cytotoxic	  drugs	  but	  
lately	  	  this	   improvement	  appeared	  to	  be	  transient	  as	  prolonged	  VEGF	  blockade	  basically	  
cuts	  most	  of	  the	  vessels,	  including	  the	  normalized	  ones.	  
Recent	  preclinical	  studies	  that	  used	  a	  combination	  of	  anti-­‐VEGF	  therapy	  and	  humanized	  
monoclonal	  Abs	  against	  EGFL7	  showed	  how	  it	  is	  possible	  to	  increase	  additional	  inhibition	  
of	  cancer	  growth	  in	  mouse	  models,	  compared	  with	  anti-­‐VEGF	  treatment	  alone.	  	  
At	  the	  present,	  clinical	  trials	  are	  being	  conducted	  to	  analyze	  the	  effect	  of	  combined	  anti-­‐
EGFL7	  and	  Avastin	  (anti-­‐VEGF	  Ab)	  therapy	  on	  cancer	  vascular	  function	  and	  growth.	  	  
Although	   the	  potential	   for	  anti-­‐EGFL7	   therapy	   is	  promising,	   the	   long-­‐term	  result	  and	   its	  
possible	  effect	  on	  Notch	  signaling	  must	  still	  be	  analyzed	  but	   it	   is	  expected	  that	  blocking	  
EGFL7	   signaling	   in	   conjunction	   with	   anti-­‐VEGF	   will	   supply	   additional	   inhibition	   of	  
angiogenesis	   since	   anti-­‐EGFL7	   therapy	   could	   also	   stimulate	   normalization	   of	   the	  
vasculature.	  	  
	  
3.2	  	  	  	  Mir-­‐126	  and	  *mir-­‐126	  
	  
MiR-­‐126	   (also	   referred	   to	  as	  miR-­‐126-­‐3p)	  and	   its	  complement	  miR-­‐126*	   (miR-­‐126-­‐5p	  or	  
miR-­‐123)	   are	   located	   within	   intron	   7	   of	   EGFL7	   gene	   in	   all	   vertebrates	   and	   both	   are	  
conserved	  among	  species	  (186-­‐187).	  	  
Several	   research	   groups	   identified	  miR-­‐126	   as	   the	  only	  miRNA	   known	   to	  be	   specifically	  
expressed	  in	  the	  endothelial	  cell	  lineage,	  hematopoietic	  progenitor	  cells,	  and	  endothelial	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cell	   lines	   (186-­‐189).	   Unfortunately,	   only	   little	   specific	   information	   on	   miR-­‐126*	   is	  
available.	  	  
MiR-­‐126	  appear	  to	  be	  expressed	  in	  highly	  vascularized	  tissues	  such	  as	  heart,	  liver,	  or	  lung,	  
or	   in	   human	   umbilical	   vein	   endothelial	   cells	   (HUVEC)	   (188,	   190-­‐192)	   and	   in	   general	   it	  
seems	  to	  be	  coexpressed	  with	  its	  host	  gene	  EGFL7,	  as	  they	  share	  a	  common	  mRNA	  (176).	  
However,	   there	   are	   studies	   that	   revealed	   that	   miR-­‐126	   expression	   could	   be	   regulated	  
independently	   from	  EGFL7,	   suggesting	   the	  existence	  of	  a	   separate	  promoter	   that	  might	  
drive	  the	  expression	  of	  miR-­‐126/miR-­‐126*(193).	  	  
Recently	  many	  studies	  have	  tried	  to	  analyze	  the	  expression	  pattern	  of	  miR-­‐126/miR-­‐126*	  
and	   results	   have	   shown	   that	   these	   miRNAs	   can	   have	   an	   important	   role	   in	   various	  
processes	   included	   developmental	   angiogenesis,	   but	   also	   in	   carcinogenesis	   and	  
inflammation.	  
	  
3.2.1	  	  Mir-­‐126/	  *mir-­‐126	  and	  inflammation	  
	  
Epidemiological	   data	   suggest	   that	   up	   to	   25%	   of	   all	   tumors	   are	   caused	   by	   infectious	  
processes	   (194).	   During	   inflammation	   within	   the	   cellular	   environment,	   oncogenes	   and	  
tumor-­‐suppressor	  genes	  can	  change	  their	  level	  of	  expression	  and	  this	  is	  possible	  also	  for	  
miRNAs.	  
Currently,	  two	  studies	  on	  miR-­‐126	  have	  revealed	  a	  	  possible	  role	  of	  in	  inflammation.	  	  
The	   first	  has	   shown	   that	  miR-­‐126	   can	   stop	   the	  expression	  of	   the	  vascular	   cell	   adhesion	  
molecule	   (VCAM1)	   in	  endothelial	   cells	  and	  block	  adhesion	  and	   infiltration	  of	   leukocytes	  
into	   the	  vasculature	  wall	   (189).	   The	  Second	  has	   reported	  an	  altered	  expression	  of	  miR-­‐
126	  in	  ulcerative	  colitis	  and	  indicated	  a	  possible	  role	  for	  miR-­‐126	  in	  the	  development	  of	  
colon	  cancer	  (195).	  
	  
3.2.2	  	  Mir-­‐126/	  *mir-­‐126	  in	  angiogenesis	  
	  
The	  role	  of	  miR-­‐126/miR-­‐126*	  in	  angiogenesis	  is	  still	  controversial	  and	  many	  publications	  
tried	   to	   elucidate	   how	   they	   are	   involved	   in	   this	   physiological	   process	   of	   tissue	  
homeostasis	  .	  	  
MiR-­‐126	  knock-­‐down	  studies	  in	  zebrafish	  (196)	  and	  mice	  (186,197)	  showed	  that	  miR-­‐126	  
is	  neccessary	   for	   the	  maintenance	  of	  vascular	  structure	   in	  vivo	  because	   it	  can	  modulate	  
specific	  aspects	  of	  endothelial	  cell	  biology,	  including	  cell	  migration	  during	  vessel	  growth,	  
organization	  of	  the	  cytoskeleton,	  capillary	  network	  stability,	  and	  cell	  survival	  (198).	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In	   this	   context	   miR-­‐126	   can	   control	   VEGF-­‐induced	   signals	   inhibiting	   directly	   its	   targets	  
Sprouty-­‐related	   EVH1	   domain–containing	   protein	   1	   (SPRED1)	   and	   a	   subunit	   of	   PI3K	  
(PI3KR2,	  synonym:	  p85β)	  in	  order	  to	  facilitate	  VEGF	  signaling.	  Both	  factors	  block	  receptor	  
tyrosine	  kinase–induced	  signaling	  via	  the	  MAPK	  and	  PI3K	  pathways	  (186-­‐187)	  (Fig.	  16).	  	  	  
	  	  	  	  	  Thus,	   miR-­‐126	   promotes	  
VEGF	   signaling,	  
angiogenesis	   and	   vascular	  
integrity	   by	   inhibiting	  
protein	   production	   of	  
endogenous	   VEGF	  
repressors	   within	  
endothelial	  cells.	  
On	   the	   contrary	   other	  
study	   revealed	   that	  
downregulation	   of	   miR-­‐
126	   can	   have	   specific	  
effects	  in	  	  	  some	  tumors,	  as	  
it	   can	   induce	   angiogenesis	  
and	   lymphangiogenesis	   in	  
oral	  cancer	  by	  activation	  of	  VEGF-­‐A	  and	  can	  inhibit	  the	  same	  molecule	  in	  the	  three	  lung	  
cancer	   cell	   lines	   	   causing	   cell	   cycle	   arrest	   in	   the	  G1-­‐phase	   and	   stopping	   	   the	   growth	  of	  
tumor	  also	  in	  vivo	  (199-­‐200).	  	  
In	  sum,	  miR-­‐126	  supports	  the	  development	  of	  the	  cardiovascular	  system	  and	  its	  role	  has	  
been	   intensively	  assessed	   in	  order	  to	  study	  the	  formation	  of	  vascular	  disorders,	  such	  as	  
abnormal	  angiogenesis	  and	  vascular	  leakage	  in	  various	  types	  of	  neoplastic	  diseases.	  	  
	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  
3.2.3	  	  Mir-­‐126/	  *mir-­‐126	  in	  cancer	  
	  
Many	   publications	   showed	   that	  miR-­‐126	   has	   a	   critical	   role	   in	   tumorigenesis	   but	   is	   also	  
important	  in	  tumor	  progression	  and	  metastasis.	  
In	   one	   of	   these,	   miR-­‐126	   expression	   was	   reported	   to	   be	   lost	   in	   human	   breast	   cancer.	  
Retroviral	   restoration	   of	   miR-­‐126	   levels	   in	   primary	   breast	   cancer	   cells	   suppressed	   the	  
overall	  tumor	  growth	  and	  metastasis	  to	  the	  bone	  and	  lung	  in	  nude	  mice	  (201).	  Notably,	  
patients	  with	  primary	  breast	   tumors	  characterized	  by	   low	  miR-­‐126	  expression	  displayed	  
very	   poor	   overall	   metastasis-­‐free	   survival	   as	   compared	   to	   patients	   with	   tumors	   that	  
Fig.	   16	   Putative	   Model	   of	   miR-­‐126	   function	   in	  
endothelial	   cells.	   MiR-­‐126	   represses	   SPRED1	   and	  
PIK3R2,	   which	   negatively	   regulate	   VEGF	   signaling	   (and	  
possibly	  other	  growth	  factor	  signaling	  pathways)	  via	  the	  
MAP	  kinase	  and	  PI3	  kinase	  pathways,	  respectively.	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exhibited	  high	  miR-­‐126	  levels.	  This	  finding	  suggests	  a	  clinical	  correlation	  between	  the	  loss	  
of	  miR-­‐126	  and	  metastasis-­‐free	  survival.	  	  	  
Subsequent	   reports	   showed	   also	   that	   miR-­‐126	   targeted	   the	   oncogene	   IRS-­‐1	   (insulin	  
receptor	  substrate-­‐1)	  in	  breast	  cancer	  cells	  (202).	  
Consistently,	  down-­‐regulation	  of	  miR-­‐126	  in	  cancerous	  vs.	  noncancerous	  tissues	  has	  been	  
reported	  for	  cancers	  of	  the	  lung	  (158),	  stomach	  (203),	  cervix	  (204),	  bladder	  and	  prostate	  
(176)	  and	   in	   leukemia	  where	   it	   	   targets	  HOXA9,	   the	  overexpression	  of	  which	   correlates	  
with	  poor	  prognosis	  in	  acute	  myelogenous	  leukemia	  (205).	  	  
Likewise,	   loss	   of	  miR-­‐126*	   has	   been	   reported	   for	   colon	   (206),	   lung	   (158),	   and	   prostate	  
cancer	   cell	   lines	   (177).	   However,	   the	   functions	   of	  miR-­‐126/miR-­‐126*	   in	   these	   types	   of	  
cancer	  appear	  to	  be	  diverse	  and	  largely	  unknown.	  	  
Recently,	  miR-­‐126	   has	   been	   suggested	   as	   a	   tumor	   suppressor	   in	   human	   gastric	   cancer	  
since	  miR-­‐126	  inhibited	  tumor	  growth	  and	  metastasis	  in	  vivo	  and	  in	  vitro	  (203).	  Partially,	  
this	  effect	  was	  mediated	  by	  down-­‐regulation	  of	  Crk,	  a	  component	  of	  the	  focal	  adhesion	  
network	   involved	   in	   integrin	   signaling.	   Interestingly,	  decreased	  Crk	   expression	  has	  been	  
shown	  to	  suppress	  tumor	  cell	  proliferation	  and	  invasion	  (207-­‐208).	  	  
Instead	  in	  human	  colon	  cancer,	   it	  was	  reported	  an	  association	  between	  the	  loss	  of	  miR-­‐
126	  and	  an	   impaired	  signaling	  via	  phosphatidylinositol	  3-­‐kinase	  (PI3K)	  due	  to	  the	  down-­‐
regulation	  of	  its	  regulatory	  subunit	  p85β	  (206).	  	  
Finally	  in	  our	  laboratory	  in	  Copenaghen	  we	  have	  analyzed	  the	  relationship	  between	  miR-­‐
126	  and	  the	  amino	  acid	  transporter	  LAT1	  in	  MPM	  (169).	  
A	  previous	  study	  reported	  LAT1	  up-­‐regulation	  in	  50%	  of	  MPMs	  and	  associated	  high	  LAT1-­‐
expression	  with	  poor	  prognosis	   (209).	   In	  agreement	  with	  this,	  we	  observed	  a	  significant	  
up-­‐regulation	  of	  LAT1	  in	  MPM	  and	  an	  inverse	  correlation	  with	  miR-­‐126	  level.	  An	  inverse	  
relationship	  between	  miR-­‐126	  and	  LAT1,	  which	  is	  a	  known	  target	  gene	  of	  miR-­‐126	  in	  small	  
cell	   lung	   cancer	   cells,	   suggests	   an	  equivalent	   regulatory	  mechanism	  of	  miR-­‐126	   in	   LAT1	  
expression	   in	   MPM	   cells.	   However,	   further	   studies	   involving	   manipulation	   of	   miR-­‐126	  
levels	  in	  MPM	  cell	  lines	  are	  needed	  to	  confirm	  LAT1	  as	  a	  miR-­‐126	  target	  in	  MPM.	  
A	  growing	  body	  of	  evidence	   indicates	  that	  miRNAs	  convey	  a	  novel	  and	  efficient	  way	  for	  
the	   regulation	   of	   gene	   expression,	   thus	   being	   involved	   in	   multiple	   aspects	   of	   cellular	  
processes.	   Especially,	   miR-­‐126	   and	   miR-­‐126*	   have	   been	   intensively	   studied	   and	   have	  
been	   attributed	   significant	   roles	   in	   different	   physiological	   and	   pathological	   processes,	  
including	  inflammation,	  blood	  vessel	  growth,	  and	  cancer.	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It	  has	  been	  shown	  that	  miR-­‐126/miR-­‐126*	   inhibited	  tumor	  growth	  by	  the	  prevention	  of	  
cancer	  cell	  proliferation,	  migration,	  and	  invasion.	  	  
The	   tumor-­‐suppressive	   functions	   of	   miR-­‐126/miR-­‐126*	   have	   been	   studied	   in	   different	  
types	   of	   neoplastic	   diseases.	   However,	   it	   is	   difficult	   to	   connect	   the	   functions	   of	   miR-­‐
126/miR-­‐126*	   in	   cancer	   cells	   to	   the	   physiological	   functions	   of	   both	   miRNAs	   in	   the	  
vasculature.	   In	   fact,	   it	   has	   been	   described	   in	   several	   animal	   models	   that	   miR-­‐126	   is	  
essential	   for	   endothelial	   cells	   to	   respond	   to	   growth	   factors,	   thus	   acting	   as	   a	  promoting	  
factor	  for	  endothelial	  cell	  proliferation	  and	  migration	  (210).	  	  
Unfortunately,	  in	  this	  moment	  there	  are	  few	  information	  about	  the	  role	  of	  miR-­‐126/miR-­‐
126*	   in	   tumor	   neoangiogenesis.	   It	   has	   been	  well	   established	   that	   blood	   vessel	   growth	  
represents	  one	  of	  the	  key	  features	  in	  the	  pathogenesis	  of	  cancer;	  therefore,	  it	  is	  of	  great	  
interest	  to	  compare	  the	  effects	  of	  miR-­‐126	  in	  tumor	  cells	  to	  the	  functions	  of	  miR-­‐126	  in	  
the	  tumor	  vasculature	  and	  in	  the	  surrounding	  vessels	  of	  the	  tumor	  periphery.	  
In	   case	   miR-­‐126/miR-­‐126*	   is	   up-­‐regulated	   in	   the	   tumor	   vasculature	   during	   tumor	  
progression,	   this	   might	   promote	   vessel	   neoangiogenesis	   to	   support	   tumor	   growth	   and	  
metastasis;	  vice	  versa,	  if	  it	  is	  down-­‐regulated	  in	  tumor	  vessels,	  this	  might	  lead	  to	  defects	  
in	  the	  vascular	  integrity,	  which	  could	  partially	  explain	  abnormal	  tumor	  vessel	  phenotypes	  
(Fig.	  17).	  	  
Fig.	   17	   Putative	   effects	   of	  
miR-­‐126/miR-­‐126*	   on	   the	  
progression	   of	   cancer.	   (A)	  
High	   levels	   of	   miR-­‐126/miR-­‐
126*	   drive	   proper	   vessel	  
formation	   by	   modulation	   of	  
the	   response	   of	   endothelial	  
cells	   to	   vascular	   growth	  
factors	   and	   restriction	   of	  
leukocyte	   adhesion.	   (B)	   Loss	  
of	   the	   tumor-­‐suppressor	  
miR-­‐126/miR-­‐126*	   during	  
cancer	   progression	   may	  
result	   in	   elevated	   tumor	   cell	  	  
proliferation,	  migration	   	   and	  
survival	   enhanced	   formation	  
of	  metastasis	  and	  an	  increase	  
in	   leukocyte	   adhesion	  
followed	   by	   their	   infiltration	  
into	   the	   vascular	   wall.	  
Further,	  loss	  of	  miR-­‐126/miR-­‐
126*	   might	   disturb	   vascular	  
integrity,	   leading	   abnormal	  
tumor	  vasculature.	  
	  	  
	   48	  
However,	   these	   actions	   remain	   highly	   speculative,	   since	   there	   are	   no	   current	   studies	  
published	  on	  the	  role	  of	  miR-­‐126/miR-­‐126*	  in	  tumor	  neoangiogenesis.	  	  
The	   tumor-­‐suppressive	   functions	   of	   miR-­‐126/miR-­‐126*	   may	   offer	   the	   opportunity	   to	  
utilize	   these	  miRNAs	  as	  novel	   cancer	   therapeutics,	   since	   the	   restoration	  of	  endogenous	  
miR-­‐126/miR-­‐126*	   may	   offer	   help	   to	   directly	   target	   distinct	   pathways	   that	   promote	  
cancer	  progression.	  
It	  might	   also	   be	   an	   alternative	   to	  monoclonal	   antibody–based	   anti-­‐VEGF	   therapies	   like	  
bevacizumab,	   sunitinib,	   and	   sorafenib,	   that	   are	   clinically	   tested,	   but	  whose	   therapeutic	  
benefits	   are	   often	   transient	   and	   followed	   by	   a	   rapid	   restoration	   of	   tumor	   growth	   and	  
progression	  (211).	  	  
In	  conclusion,	  the	  role	  of	  miR-­‐126/miR-­‐126*	  in	  the	  complex	  process	  of	  cancer	  formation	  
remains	  largely	  unknown	  at	  the	  moment.	  In	  the	  future,	  it	  will	  be	  very	  interesting	  to	  study	  
the	   role	  of	  both	  miRNAs	   in	  cancer	  development,	  and	   to	  analyze	  how	  they	  affect	   tumor	  
cells	   themselves	   and	   the	   blood	   vessels	   these	   cells	   attract.	   This	   might	   lead	   to	   the	  
development	  of	  novel	   tools	  that	  simultaneously	   inhibit	   tumor	  cell	  growth	  and	  stimulate	  
the	  maturation	  of	  blood	  vessels.	  	  
Such	  compounds	  might	  prove	  to	  be	  powerful	  weapons	  in	  the	  war	  on	  cancer.	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  4.	  Aims	  of	  the	  thesis	  
	  
The	  aims	  of	  the	  thesis	  were	  to	  elucidate	  the	  epigenetic	  regulation	  in	  MPM	  of	  the	  tumor	  
suppressor	  miR-­‐126,	  that	  is	  located	  within	  intron	  7	  of	  its	  host	  gene	  EGFL7.	  
	  
In	  summary	  
	  
1.	   	   To	   analyze	   chromatin	   structural	   changes,	   such	   as	   DNA	   methylation	   status	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  
of	  the	  S2	  (an	  alternative	  transcript	  of	  EGFL7)	  CpG	  island	  promoter;	  
	  
2.	  	  	  	  	  	  To	  examine	  level	  of	  DNA	  methylation	  of	  CpG	  islands	  around	  miR-­‐126;	  
	  
3.	   	   	  To	  study	  the	  expression	  of	  EGFL7	  S2	  transcript	  and	  to	  correlate	  this	  results	  with	  the	  
expression	  of	  miR-­‐126.	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	   50	  
5.	  Materials	  and	  methods	  
5.1	  	  	  	  Patients	  samples	  
	  
All	   samples	   analyzed	   in	   this	   work	   originate	   from	   patients	   operated	   for	   MPM	   at	  
Rigshospitalet,	   Copenhagen	   University	   Hospital,	   Denmark	   during	   2007	   –	   2012,	   which	  
represents	  one	  of	  the	  most	  specialized	  center	  for	  MPM	  treatment	  in	  the	  north	  of	  Europe,	  
especially	  in	  the	  Scandinavian	  countries.	  
The	  patients’	  age	  ranged	  from	  33	  to	  78	  years	  with	  a	  median	  age	  of	  65	  years.	  
The	   analyses	   were	   performed	   on	   54	   tissue	   samples	   including	   preoperative	   diagnostic	  
biopsies,	   surgically	   removed	   tumor	   tissue	   and	   (when	   possible)	   surrounding	   patient-­‐
matched	   non-­‐neoplastic	   pleura	   (NNP)	   from	   MPM	   patients	   undergoing	   tri-­‐modal	  
treatment	  	  and	  whose	  clinicopathological	  characteristics	  are	  specified	  in	  table	  II	  and	  table	  
III.	   The	   preoperative	   diagnostic	   biopsies	   used	   in	   this	   work	   were	   collected	   from	   5	   still	  
chemotherapy-­‐naïve	  MPM	  patients	  that	  were	  subsequently	  included	  in	  the	  cohort	  of	  29	  
patients	   undergoing	   tri-­‐modal	   treatment.	   The	   surgical	   tissue	   samples	   included	   MPM	  
specimens	  from	  29	  patients	  and	  patient-­‐matched	  samples	  of	  NNP	  from	  15	  of	  these	  MPM	  
patients	  (in	  the	  other	  14	  patients,	  no	  NNP	  was	  identified	  after	  histological	  investigation	  of	  
resected	   pleural	   tissue).	   Prior	   to	   surgery,	   all	   MPM	   patients	   in	   this	   group	   received	   1-­‐3	  
series	  of	  cisplatin	  and	  pemetrexed.	  All	  of	  the	  surgical	  MPM	  tissue	  samples	  used	  had	  more	  
than	  50%	  tumor	  cell	  content.	  Finally	  we	  also	   included	  pleura	  specimens	  from	  5	  patients	  
with	  non-­‐neoplastic	  RMP	  in	  the	  pleura	  unrelated	  to	  MPM	  or	  any	  other	  cancer,	  but	  due	  to	  
pneumothorax	  (PTHX).	  
All	   the	   above-­‐mentioned	   pleural	   tissue	   samples	   that	   I	   used	   In	   this	   project	   were	   FFPE	  
processed	  for	  routine	  histopathological	  analysis.	  That	  consisted	  of	  formalin-­‐fixation	  of	  DB	  
or	   surgically	   removed	   resected	   pleura	   from	   MPM	   patients,	   sampling	   the	   surgical	  
specimens	  and	  cutting	  them	  into	  representative	  	  pieces	  that	  were	  placed	  into	  embedding	  
capsules	   and	   then	   	   embedded	   into	   paraffin.	   In	   this	  way	   tissue	   samples	   are	   archived	   in	  
paraffin	  blocks	  that	  allow	  tissue	  storage	  for	  following	  histological,	   immunohistochemical	  
and	  molecular	  analyses.	  
FFPE	   tissue	   can	   therefore	   be	   stored	   for	   years	   and	   has	   low	   costs,	   so	   that	   it	   is	   the	  most	  	  
utilized	  type	  of	  specimen	  for	  tissue-­‐based	  research	  all	  over	  the	  world.	  However	  tehre	  are	  
some	  drawbacks	  when	  using	  FFPE	  tissue.	  For	  instance	  the	  quality	  of	  DNA	  and	  RNA	  can	  be	  
reduced	  over	  time	  if	  the	  paraffin	  blocks	  are	  not	  stored	  in	  cooled	  archives.	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In	   addition,	   altough	   	   formalin-­‐fixation	   preserves	   the	   tissue	   for	   years,	   the	   isolated	   DNA	  
might	  be	  fragmented	  and	  cross-­‐linked	  and	  may	  be	  difficult	  to	  amplify	  by	  PCR.	  
	  
Number	  of	  each	  sample	   Stage	   Histological	  
subtype	  of	  MPM	  
NNP	   DB	   PTHX	  
	   	   EMM	   BMM	   	   	   	  
1	   pT4N2M0	   	   X	   	   	   	  
2	   pT3N0M0	   X	   	   	   	   	  
3	   pT3N0M0	   X	   	   	   	   	  
4	   pT3N0M0	   X	   	   	   	   	  
5	   pT3N0M0	   	   X	   	   	   	  
6	   pT1bN0M0	   X	   	   	   	   	  
7	   pT4N0M0	   	   X	   	   	   	  
8	   pT3N1M0	   X	   	   	   	   	  
9	   pT3N2M0	   X	   	   	   	   	  
10	   pT4N0M0	   X	   	   	   	   	  
11	   pT4N0M0	   X	   	   	   	   	  
12	   pT4N0M0	   X	   	   	   	   	  
13	   pT3N0M0	   	   X	   	   	   	  
14	   pT4NOM0	   X	   	   	   	   	  
15	   pT4N0M0	   	   X	   	   	   	  
16	   pT3N0M0	   X	   	   	   	   	  
17	   pT3N0M0	   	   X	   	   	   	  
18	   pT2N2M0	   	   X	   	   	   	  
19	   pT3N0M0	   	   X	   	   	   	  
20	   pT2N0M0	   	   X	   	   	   	  
21	   pT2N0M0	   	   X	   	   	   	  
22	   pT3N0M0	   	   X	   	   	   	  
23	   pT2N0M0	   	   X	   	   	   	  
24	   pT4N0M1	   	   X	   	   	   	  
25	   pT3N0M0	   	   X	   	   	   	  
26	   pT2N0M0	   	   X	   	   	   	  
27	   pT3N0M0	   X	   	   	   	   	  
28	   pT3N0M0	   X	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29	   pT3N2M0	   X	   	   	   	   	  
30	   pT4N2M0	   	   	   X	   	   	  
31	   pT3N0M0	   	   	   X	   	   	  
32	   pT3N2M0	   	   	   X	   	   	  
33	   pT3N0M0	   	   	   X	   	   	  
34	   pT3N0M0	   	   	   X	   	   	  
35	   pT3N0M0	   	   	   X	   	   	  
36	   pT2N0M0	   	   	   X	   	   	  
37	   pT1bN0M0	   	   	   X	   	   	  
38	   pT3N0M0	   	   	   X	   	   	  
39	   pT3N0M0	   	   	   X	   	   	  
40	   pT2N2M0	   	   	   X	   	   	  
41	   pT3N0M0	   	   	   X	   	   	  
42	   pT3N0M0	   	   	   X	   	   	  
43	   pT2N0M0	   	   	   X	   	   	  
44	   pT2N0M0	   	   	   X	   	   	  
45	   pT2N0M0	   	   	   	   X	   	  
46	   pT3N0M0	   	   	   	   X	   	  
47	   pT2N0M0	   	   	   	   X	   	  
48	   pT3N0M0	   	   	   	   X	   	  
49	   pT3N0M0	   	   	   	   X	   	  
50	   	   	   	   	   	   X	  
51	   	   	   	   	   	   X	  
52	   	   	   	   	   	   X	  
53	   	   	   	   	   	   X	  
54	   	   	   	   	   	   X	  
	  
	  
Table	   II	   	   List	   of	   the	   samples	   analyzed	   with,	   histological	   subtype	   and	   stage*.	   MPM:	  
surgically	   removed	   malignant	   pleural	   mesotheliomas;	   EMM:	   histotype	   epithelioid;	  
BMM:	  histotype	  biphasic;	  DB:	  preoperative	  diagnostic	  biopsies;	  NNP:	  patient	  matched	  
non-­‐neoplastic	  pleura;	  PTHX:	  non-­‐neoplastic	  reactive	  mesothelial	  proliferation	  due	  to	  
pneumothorax.	   *Stage	   according	   to	   the	   recommendations	   of	   the	   International	  
Mesothelioma	  Interest	  Group.	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 MPM	   DB	   NNP	   PTHX	  
Gender	  
Male	  (%)	  
Female	  (%)	  
	  
21	  (72%)	  
8	  (18%)	  
	  
4(80%)	  
1(20%)	  
	  
11	  (73%)	  
4	  (17%)	  
	  
5	  (100%)	  
0	  (0%)	  
Histotype	  
Epithelioid(%)	  
Biphasic	  (%)	  
	  
14	  (48%)	  
15	  (52%)	  
	  
3	  (60%)	  
2	  (40%)	  
	   	  
Stage*	  
I	  
II	  
III	  
IV	  
	  
1	  
5	  
15	  
8	  
	  
	  
2	  
3	  
0	  
	   	  
Total	  (n)	   29	   5	   15	   5	  
 
	  
	  
5.2	  	  	  	  DNA	  extraction	  
	  
The	  first	  step	  was	  to	  cut	  the	  paraffin-­‐embedded	  tissue	  samples	  into	  4	  x	  10	  μm	  thick	  slices	  
on	  a	  microtome	  that	  were	  placed	   in	  1.5	  ml	  sterile	  Eppendorf	  tubes.	   It	  was	  necessary	  to	  
use	  2	  tubes	  for	  each	  FFPE	  tissue	  block,	  one	  for	  DNA	  and	  the	  other	  for	  RNA	  purification.	  
Before	  the	  DNA	  purification,	  paraffin	  was	  removed	  from	  tissues	  (deparaffinization)	  tissues	  
by	  xylene	  in	  order	  to	  facilitate	  the	  release	  of	  DNA	  from	  cells.	  
For	   the	  DNA	  purification	   kit	   the	  QIAmp	  DNA	  minikit	   from	  Quiagen	  was	  used	   to	   extract	  
DNA	  and	  I	  tried	  to	  do	  it	  both	  manually	  and	  automatically	  on	  a	  Quiacube	  system.	  
DNA	   purification	   technique	   took	   about	   2	   days	   including	   an	   overnight	   incubation	   with	  
proteinase	  K	  and	  two	  different	  washing	  buffers	  were	  used	  to	   increase	   the	  purity	  of	   the	  
DNA	  because	   they	  remove	  contaminations	   that	  might	  be	  present,	  without	  affecting	   the	  
DNA.	  
The	  complete	  protocol	  was	  the	  following:	  
Day	  1	  
1. Switch	  on	  the	  heating	  block	  at	  37°C.	  
2. Add	  1000	  (1200)	  μl	  xylene	  to	  the	  tissue	  and	  vortex	  (deparaffinization	  step).	  
3. Centrifuge	  at	  20000x	  g	  (14000	  rpm)	  for	  5	  min.	  
4. Gently	  remove	  supernatant	  by	  pipetting.	  
5. Add	  1000	  (1200)	  μl	  96-­‐100%	  ethanol	  to	  remove	  residual	  xylene	  and	  vortex.	  
6. Centrifuge	  at	  20000x	  g	  (	  14000	  rpm)	  for	  5	  min.	  
Table	  III	  	  Data	  and	  percentages	  regarding	  the	  patients	  examined. 
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7. Carefully	  remove	  supernatant	  (ethanol)	  by	  pipetting.	  
8. Repeat	  steps	  5-­‐7.	  
9. Incubate	  in	  the	  heating	  block	  for	  15	  min.	  and	  check	  whether	  it	  is	  evaporated.	  
10. Resuspend	  the	  tissue	  pellet	  in	  180	  μl	  Buffer	  ATL.	  
11. Add	  20	  μl	  of	  proteinase	  K	  and	  vortex.	  (Proteinase	  K	  is	  for	  degradation	  of	  the	  cell	  
membranes).	  
12. Incubate	  in	  the	  heating	  block	  and	  shake	  over	  night	  at	  56°C.	  
Day	  2:	  can	  be	  done	  manually	  or	  using	  the	  QuiaCube	  system.	  
1. Briefly	  centrifuge	  to	  remove	  drops	  from	  the	  inside	  of	  the	  lid.	  
2. Add	  200	  μl	  AL	  Buffer	  and	  vortex	  for	  15	  sec.	  to	  get	  an	  homogeneous	  solution.	  
3. Incubate	  at	  70°C	  for	  10	  min.	  
4. Briefly	  centrifuge.	  
5. Add	  200	  μl	  96-­‐100%	  ethanol	  and	  vortex	  for	  15	  sec.	  
6. Briefly	  centrifuge.	  
7. Carefully	  apply	  the	  mixture	  from	  step	  6	  to	  the	  column	  without	  touching	  the	  rim.	  
8. 	  Centrifuge	  at	  6000x	  g	  (8000	  rpm)	  for	  2	  min.	  
9. Discard	  the	  excess	  of	  liquid.	  
10. Add	  500	  μl	  AW1	  Buffer	  (washing	  buffer)	  without	  wetting	  the	  rim.	  	  
11. Centifuge	  at	  6000x	  g	  (8000	  rpm)	  for	  2	  min.	  
12. Discard	  the	  excess	  of	  liquid.	  
13. Add	  500	  μl	  AW2	  Buffer	  without	  wetting	  the	  rim.	  
14. Centrifuge	  at	  20000x	  g	  (14000	  rpm)	  for	  4	  min.	  
15. Discard	  the	  excess	  of	  liquid.	  
16. Centrifuge	  at	  20000x	  g	  (14000	  rpm)	  for	  2	  min.	  
17. Place	  the	  column	  in	  a	  new	  collection	  tube.	  
18. Add	  50	  μl	  AE	  Elution	  Buffer	  without	  touching	  the	  rim.	  This	  step	  increase	  the	  DNA	  
yield	  with	  15%.	  
19. Incubate	  for	  5	  minutes	  at	  room	  temperature	  to	  increase	  the	  DNA	  yield.	  
20. Centrifuge	  at	  6000x	  g	  (8000	  rpm)	  for	  2	  min.	  
21. 	  Repeat	  steps	  18-­‐20.	  
22. 	  Place	  the	  DNA	  at	  -­‐80°C	  for	  long-­‐term	  storage.	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5.2.1	  	  DNA	  quantification	  and	  quality	  analysis	  
	  
In	  molecular	  biological	   studies,	  quantitation	  of	  nucleic	  acids	  is	  commonly	  used	   to	  detect	  
their	   average	   concentrations,	   as	  well	   as,	   its	   purity.	   Reactions	   that	   utilize	  DNA	  and	  RNA	  
often	   require	   particular	   quantity	   and	   purity	   for	   optimal	   performance.	   There	   are	   many	  
methods	   to	   identify	   the	   concentration	   of	   a	   solution	   of	   nucleic	   acids,	   including	  
spectrophotometrical	   quantification	   that	   I	   used	   in	   my	   work.	   Using	   the	  
spectrophotometer,	   samples	   are	   exposed	   to	   ultraviolet	   light	   at	   260	   nm,	   and	   a	   photo-­‐
detector	  measures	   the	   light	   that	  passes	   through	   them.	  The	  more	   light	  absorbed	  by	   the	  
samples,	   the	   higher	   the	   nucleic	   acid	   concentration	   in	   the	   samples.	   Utilizing	   the	   Beer	  
Lambert	   law	  it	   is	   possible	   to	   obtain	   the	   amount	   of	   light	   absorbed	   related	   to	   the	  
concentration	  of	  the	  absorbing	  molecule.	  	  
The	  concentration	  and	  the	  quality	  of	  nucleic	  acids	  was	  	  determined	  in	  this	  case	  using	  the	  
spectrophotometer	   UV-­‐visible	   NanoDrop	   2000	   (Fig.	   18).	   	   Initially	   I	   loaded	   2	   μl	   of	  
DNase/RNase-­‐free	   water	   to	   get	   a	   blank	  
measurement	   on	   a	   special	   plate	   reader	   that	  
creates	  a	   column	  of	   liquid	   in	  direct	   contact	  with	  
optical	   fibers	   and	   subsequently	   I	   performed	   the	  
measurements	   of	   each	   sample	   loading	   2	   μl	   of	  
solution.	   In	   this	   way	   it	   was	   possible	   to	   obtain	  
the	  absorbance	  and	   then	  directly	  estimate	   the	  
DNA	   concentration.	   The	   purity,	   instead,	   was	  
evaluated	   considering	   the	   ratio	   of	   A260/A280	  
absorbance,	   where	   280	   nm	   is	   the	   wavelength	  
at	   which	   proteins	   absorb.	   This	   ratio	   should	  
optimally	   lie	   between	   1.8	   and	   2	   for	   samples	  
without	   contamination	   with	   other	   molecules	  
(i.e.	  proteins	  and	  organic	  compounds,	  other).	  
	  
	  
	  
	  
	  
	  
Fig.	   18	  The	   surface	   tension	   is	  used	   to	  
maintain	   the	   liquid	   sample	   on	   the	  
column	   of	   spectrophotometer	   UV-­‐
visible	   NanoDrop	   2000	   while	   the	  
measurement	   is	   made.	   This	   is	  
achieved	   by	   pipetting	   the	   sample	  
directly	  on	  the	  base	  of	  measurement.	  
The	   measurement	   is	   revealed	   thanks	  
to	   two	   optical	   fibers	   in	   less	   than	   10	  
seconds	   and	   the	   spectrum	   and	   its	  
analysis	   are	   displayed	   on	   the	   PC.	  
screen.	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5.2.2	  	  Bisulfite	  conversion	  of	  DNA	  
	  
The	   analysis	   of	   DNA	   methylation	   was	   revolutionized	   in	   1992	   by	   the	   introduction	   of	  
sodium	  bisulfite	  conversion	  of	  genomic	  DNA	  (212).	  
Sodium	  bisulfite	   converts	   unmethylated	   cytosines	   into	   uracils	  while	   leaving	  methylated	  
cytosines	   intact,	   therefore	   this	   treatment	   gives	   rise	   to	   different	   DNA	   sequences	   for	  
methylated	  and	  unmethylated	  DNA	  (Fig	  19).	  The	  nucleotide	  differences	  are	  then	  detected	  
by	  pyrosequencing,	  restriction	  enzyme	  analysis,	  PCR,	  and	  other	  methods.	  	  	  	  	  	  	  	  	  	  	  	  	  
	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  
The	  most	  critical	  step	  for	  correct	  determination	  of	  a	  methylation	  pattern	  is	  the	  complete	  
conversation	  of	  unmethylated	  cytosines.	  This	   is	  achieved	  by	   incubating	   the	  DNA	   in	  high	  
bisulfite	   salt	   concentrations	   at	   high	   temperature	   and	   low	   pH.	   These	   harsh	   conditions	  
usually	   lead	  to	  a	  high	  degree	  of	  DNA	  fragmentation	  and	  subsequent	   loss	  of	  DNA	  during	  
purification.	  Purification	  is	  necessary	  to	  remove	  bisulfite	  salts	  and	  chemicals	  used	  in	  the	  
conversion	  process	  that	  inhibit	  sequencing	  procedures.	  
In	  my	  studies,	  the	  Epitect	  Bisulfite	  kit	  from	  Quiagen	  was	  used	  for	  the	  bisulfite	  conversion.	  	  
Before	  the	  start	  of	  bisulfite	  conversion	  I	  calculated	  the	  appropriate	  amount	  of	  DNA	  to	  be	  
used	  starting	  from	  the	  initial	  concentrations	  therefore.	  	  	  
In	  this	  work	  100	  ng	  DNA	  was	  used	  for	  each	  sample.	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  
Fig.	   19	   Treatment	   of	   genomic	   DNA	   with	   sodium	   bisulfite	   deaminates	   unmethylated	  
cytosine	   residues	   to	   uracil	  while	   5-­‐methylcytosine	   (in	   red)	   remains	   unaffected.	   After	  
bisulfite	   conversion	   the	   newly	   inserted	   sequence	   differences	   can	   be	   analyzed	   by	  
several	  different	  methods.	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DNA	   fragmentation	   is	   prevented	   during	   the	   bisulfite	   conversion	   reaction	   by	   the	   DNA	  
Protect	   Buffer,	   which	   contains	   a	   pH-­‐indicator	   dye	   as	   a	   mixing	   control	   in	   the	   reaction	  
setup,	  allowing	  confirmation	  of	  the	  correct	  pH	  for	  cytosine	  conversion.	  
Furthermore,	   the	   bisulfite	   thermal	   cycling	   program	   provides	   an	   optimized	   series	   of	  
incubation	   steps	   necessary	   for	   thermal	   DNA	   denaturation	   and	   subsequent	   sulfonation	  
and	   cytosine	   deamination,	   enabling	   hich	   cytosine	   conversion	   rates	   of	   over	   99%.	  
Desulfonation,	   the	   final	   step	   in	   chemical	   conversion	   of	   cytosines	   is	   achieved	   by	   a	  
convenient	  on-­‐column	  step	  included	  in	  the	  purification	  procedure	  (Fig.	  20).	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
Fig.	  20	  Epitect	  Converstion	  Procedure.	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The	   entire	   protocol	   for	   FFPE	   (fomalin-­‐fixed,	   paraffin-­‐embedded)	   tissue	   samples	   that	   I	  
used	  was	  the	  following:	  
1. Thaw	  DNA	   to	  be	  used	   in	   the	  bisulfite	   reaction.	  Dissolve	   the	   required	  number	  of	  
Bisulfite	  Mix	   aliquots	  by	  adding	  800	  μl	  Rnase-­‐free	  water	   to	  each	  aliquot.	  Vortex	  
until	  the	  Bisulfite	  Mix	  is	  completely	  dissolved.	  This	  can	  take	  up	  5	  min.	  
2. Prepare	  the	  bisulfite	  reaction	  in	  200	  μl	  PCR	  tubes	  according	  to	  table	  IV.	  Add	  each	  
component	  in	  the	  order	  listed.	  
	  
Component	   Volume	  per	  reaction	  (μl)	  
DNA	  solution	  (100	  ng)	   Variable	  (maximum	  20	  μl)	  
Rnase-­‐free	  water	   Variable	  
Bisulfite	  Mix	  dissolved	   85	  
DNA	  Protect	  Buffer	   35	  
Total	  volume	   140	  
	  
	  
3. Close	   the	   PCR	   tubes	   and	   mix	   the	   bisulfite	   reactions	   thoroughly.	   Store	   tubes	   at	  
room	  temperature	  (15-­‐25°C).	  
4. Perform	  the	  bisulfite	  DNA	  conversion	  using	  a	  thermal	  cycler.	  Program	  the	  thermal	  
cycler	  according	  to	  table	  V.	  
Step	   Time	   Temperature	  
Denaturation	   5	  min.	   95°C	  
Incubation	   25	  min.	   60°C	  
Denaturation	   5	  min.	   95°C	  
Incubation	   85	  min.	  (1	  h	  25	  min)	   60°C	  
Denaturation	   5	  min.	   95°C	  
Incubation	   175	  min.	   60°C	  
Hold	   60	  min.	   20°C	  
	  
	  
5. Place	  the	  PCR	  tube	  containing	  the	  bisulfite	  reactions	  into	  the	  thermal	  cycler.	  Start	  
the	  thermal	  cycling	  incubation.	  
6. Once	   the	   bisulfite	   conversion	   is	   complete,	   briefly	   centrifuge	   the	   PCR	   tube	  
containing	   the	   bisulfite	   reactions,	   and	   then	   transfer	   the	   complete	   bisulfite	  
reactions	  to	  clean	  1.5	  ml	  microcentrifuge	  tubes.	  
Table	  IV	  Bisulfite	  reaction	  components.	  
Table	  V	  Bisulfite	  conversion	  thermal	  cycler	  conditions.	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7. Add	   560	   μl	   freshly	   prepared	   Buffer	   BL	   containing	   10	   μg/ml	   carrier	   RNA	   to	   each	  
sample.Mix	  the	  solutions	  by	  vortexing	  and	  then	  centrifuge	  briefly.	  
8. Add	   250	   μl	   ethanol	   (96–100%)	   to	   each	   sample.	   Mix	   the	   solutions	   by	   pulse	  
vortexing	  for	  15	  sec.,	  and	  centrifuge	  briefly	  to	  remove	  the	  drops	  from	  inside	  the	  
lid.	  
9. Place	   the	   necessary	   number	   of	   EpiTect	   spin	   columns	   and	   collection	   tubes	   in	   a	  
suitable	   rack.	   Transfer	   the	   entire	   mixture	   from	   the	   tubes	   in	   step	   7	   into	   the	  
corresponding	  EpiTect	  spin	  columns.	  
10. Centrifuge	   the	   spin	   columns	   at	   maximum	   speed	   for	   1	   min.	   Discard	   the	   flow-­‐
through,	  and	  place	  the	  spin	  columns	  back	  into	  the	  collection	  tubes.	  
11. Add	   500	   μl	   Buffer	   BW	   (wash	   buffer)	   to	   each	   spin	   column,	   and	   centrifuge	   at	  
maximum	  speed	  for	  1	  min.	  Discard	  the	  flow-­‐through,	  and	  place	  the	  spin	  columns	  
back	  into	  the	  collection	  tubes.	  
12. Add	  500	  μl	  Buffer	  BD	  (desulfonation	  buffer)	  to	  each	  spin	  column,	  and	  incubate	  for	  
15	  min.	  at	  room	  temperature	  (15–25°C).	  
13. Centrifuge	   the	   spin	   columns	   at	   maximum	   speed	   for	   1	   min.	   Discard	   the	   flow-­‐
through,	  and	  place	  the	  spin	  columns	  back	  into	  the	  collection	  tubes.	  
14. Add	  500	  μl	  Buffer	  BW	  to	  each	  spin	  column	  and	  centrifuge	  at	  maximum	  speed	  for	  1	  
minute.	   Discard	   the	   flow-­‐through,	   and	   place	   the	   spin	   columns	   back	   into	   the	  
collection	  tubes.	  
15. 	  Repeat	  step	  13	  once.	  
16. Place	   the	   spin	   columns	   into	   new	   2	  ml	   collection	   tubes,	   and	   centrifuge	   the	   spin	  
columns	  at	  maximum	  speed	  for	  1	  minute	  to	  remove	  any	  residual	  liquid.	  
17. 	  Recommended:	   Place	   the	   spin	   columns	   with	   open	   lids	   into	   clean	   1.5	   ml	  
microcentrifuge	  tubes,	  and	   incubate	   the	  columns	   for	  5	  min.	  at	  56°C	   in	  a	  heating	  
block.	  
18. Place	   the	   spin	   columns	   into	   clean	   1.5	  ml	  microcentrifuge	   tubes.	   Dispense	   20	   μl	  
Buffer	   EB	   onto	   the	   center	   of	   each	   membrane.	   Elute	   the	   purified	   DNA	   by	  
centrifugation	  for	  1	  min	  at	  approximately	  15,000	  x	  g	  (12000	  rpm).	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5.2.3	  	  Methylation	  sensitive	  PCR	  (MSP)	  
	  
Methylation	  sensitive	  PCR	  (MSP)	  is	  widely	  used	  to	  study	  the	  methylation	  status	  of	  specific	  
CpG	  sites	  of	  genome	  given	  its	  flexibility,	  its	  relative	  ease	  and	  its	  cost-­‐efficiency.	  
The	   basic	   principle	   of	   this	   techinique	   is	   PCR-­‐based	   discrimination	   between	  methylated	  
and	   unmethylated	   DNA	   in	   bisulfite	   converted	   DNA,	   taking	   advantage	   of	   the	   bisulfite-­‐
induced	  nucleotide	  sequence	  differences	  (Fig.	  21).	  Two	  sets	  of	  primers	  can	  be	  used	  in	  two	  
separate	  reactions:	  	  One	  primer	  set	  is	  complementary	  to	  methylated	  DNA	  (M-­‐MSP	  reaction)	  
while	   the	   other	   primer	   set	   is	   specifically	   complementary	   to	   unmethylated	   DNA	   (U-­‐MSP	  
reaction).	   Finally	   the	   PCR	   products	   are	   then	   analyzed	   manually	   by	   ethidium	   bromide-­‐
stained	  agarose	  gel	  electrophoresis	  or	  automatically	  by	  QIAxcel	  system	  advanced.	  	  
MSP	   requires	   only	   small	   quantities	   of	   DNA	   as	   starting	   template	   and	   represents	   an	  
extremely	  sensitive	  method.	  	  
Probably	  this	  sensitivity	  is	  both	  a	  strength	  and	  a	  weakness.	  	  
MSP	   is	   useful	   as	   a	   screening	   tool	   as	   a	   negative	   M-­‐MSP	   reaction	   suggests	   absence	   of	  
methylation.	   However,	   the	   method	   is	   at	   best	   semi-­‐quantitative	   and	   a	   positive	   M-­‐MSP	  
reaction	  generally	  could	  be	  unable	  to	  distinguish	  between	  samples	  with	  high	  and	  low	  levels	  of	  
methylation.	  	  
	  
Fig.	  21	  Genomic	  DNA	   is	   treated	  with	  bisulfite	   (1)	  and	  used	  as	   template	   in	  a	   two	  PCR	  
reaction,	  each	  containing	  primers	  designed	  to	  amplify	  methylated	  (M)	  or	  unmethylated	  
(U)	   sequences	   (2).	   PCR	   products	   are	   then	   analyzed	   by	   ethidium	   bromide-­‐stained	  
agarose	  gel	  electrophoresis	  (3).	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In	   this	   project	   I	   analyzed	  with	   the	   Epitect	  MSP	   kit	   from	  Quiagen	   the	   DNA	  methylation	  
status	  of	  the	  S2	  (the	  longer	  alternative	  transcript	  of	  EGFL7)	  CpG	  island	  promoter	  (Fig.	  22)	  
in	  all	  samples	  and	  the	  sequence	  of	  the	  primers	  methylated	  or	  unmethylated	  were:	  
§ 5’-­‐TTGGCGGTCGGTTTGGTC-­‐3’	  (methylated	  forward)	  
§ 5’-­‐TAAAACCCCGCGACGAACG-­‐3’	  (methylated	  reverse)	  
§ 5’-­‐TTGGTTTTTGGTGGTTGGGTTTGGTT-­‐3’	  (unmethylated	  forward)	  
§ 5’-­‐CAAACAAAAAAACTAAAACCCCACAACAAACA-­‐3’	  (unmethylated	  reverse)	  
	  
In	  addition	  I	  used	  The	  EpiTect	  PCR	  Control	  DNA	  to	  ensure	  that	  PCR	  primers	  are	  specific	  for	  
the	  detection	  of	  methylated	  or	  unmethylated	  bisulfite	  converted	  DNA	  and	  for	  controlling	  
the	  bisulfite	  conversion.	  	  
The	  set	  consisted	  of	  two	  different	  types	  of	  human	  DNA:	  
■	  Completely	  unmethylated	  human	  genomic	  DNA	  —	  bisulfite	  converted	  
■	  Completely	  methylated	  human	  genomic	  DNA	  —	  bisulfite	  converted.	  
Each	   type	   of	   DNA	   was	   used	   to	   show	   the	   specificity	   of	   the	   PCR	   and	   to	   determine	   the	  
bisulfite	  conversion	  efficiency	  of	  bisulfite	  reactions.	  
	  
	  
	  
	  
	  
	  
Fig.	   22	   Three	   transcription	   start	   site	   were	   found	   (S1,	   S2,	   S3)	   are	   present	   in	   EGFL7	  
gene.	  MiR-­‐126	  (arrowhead)	  is	  embedded	  within	  intron	  7	  of	  the	  EGFL7	  gene.	  The	  bent	  
arrow	  indicate	  transcription	  start	  site	  of	  S2	  and	  S3,	  whereas	  the	  dotted	  bent	  arrow	  
indicates	   the	   full	   length	   start	   site	   (S1).	   The	   white	   box	   indicates	   exon	   1	   of	   the	   S2	  
alternative	  transcript	  of	  EGFL7.	  	  The	  black	  bars	  indicate	  CpG	  islands.	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The	  complete	  protocol:	  
1. Mix	  the	  EpiTect	  Master	  Mix	  by	  vortexing	  briefly	  and	  dispense	  12.5	  μl	  into	  each	  
PCR	  tube	  according	  to	  table	  VI.	  
2. Add	  the	  diluted	  primer	  mix	  into	  the	  PCR	  tubes	  containing	  the	  master	  mix.	  
3. Add	  template	  DNA	  and	  RNase-­‐free	  water	  to	  the	  individual	  PCR	  tubes.	  
4. Program	  the	  thermal	  cycler	  according	  to	  table	  VII.	  
	  
Step	   Time	   Temperature	  
Inizial	  activation	  step:	   10	  min.	  	  	  	  	   95°C	  
3-­‐step	  cycling:	   	   	  
Denaturing:	   15	  sec.	  	  	  	  	  	   94°C	  
Annealing:	   30	  sec.	  	  	  	  	  	   50-­‐55°C	  
Extension:	   30	  sec.	  	  	  	  	   72°C	  
Number	  of	  cycles:	   30-­‐40	   	  
Final	  extension	   10	  min.	  	  	  	  	  	   72°C	  
	  
	  
5. Place	  the	  PCR	  tubes	  in	  the	  thermal	  cycler	  and	  start	  the	  cycling	  program.	  
6. Analyze	  7	  μl	  of	  PCR	  product	  with	  QIAxcel	  system	  advanced.	  
	  
	  
	  
	  
	  
	  
	  
	  
Component	   Volume	  per	  reaction	  (μl)	  
Epitect	  Master	  mix	  	   12.5	  	  
Primer	  A	   0.75	  	  
Primer	  B	   0.75	  	  
Template	  DNA	  	   5	  	  
RNase-­‐free	  water	   6	  	  
Total	  volume	   25	  
Table	  VI	  Reaction	  composition	  using	  Epitect	  MSP	  Master	  Mix.	  
Table	  VII	  Optimized	  cycling	  protocol.	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5.2.4	  	  PCR	  of	  bisulfite-­‐treated	  DNA	  for	  pyrosequencing	  
	  
In	  order	   to	  analyze	  methylation	  of	   the	  CpG	   islands	  around	  miR-­‐126,	  DNA	  samples	  were	  
amplified	  by	  PCR	  with	  specific	  primers,	   in	  which	  one	  of	  them	  was	  labelled	  with	  biotin	  in	  
the	  5´-­‐end	  (required	  for	  pyrosequencing	  analysis).	  
A	  negative	  control	  was	  included	  in	  every	  PCR	  performed	  and	  the	  specific	  product	  size	  had	  
to	  be	  230	  bp	  and	  the	  sequence	  of	  the	  primers	  used	  were:	  
§ 5’-­‐GGAGTTTTATATTAGTTAAGAAGGTAGAAG-­‐3’	  (forward)	  
§ 5-­‐/6Bio/ACCACCCTAAAAAAAATCAAAACTAAAATC-­‐3’	  (reverse)	  
	  
The	  complete	  protocol	  that	  I	  utilized	  was	  the	  following:	  
1. Mix	  the	  Master	  Mix	  by	  vortexing	  briefly	  and	  dispense	  10	  μl	  into	  each	  
PCR	  tube	  according	  to	  table	  VIII.	  
2. Add	   the	   appropriate	   volume	   of	   the	   diluted	   primer	   mix	   into	   the	   PCR	   tubes	  
containing	  the	  master	  mix.	  
3. Add	  template	  DNA	  and	  RNase-­‐free	  water	  to	  the	  individual	  PCR	  tubes.	  
4. Program	  the	  thermal	  cycler	  according	  to	  table	  IX	  .	  
Step	   Time	   Temperature	  
Inizial	  activation	  step:	   10	  min.	  	  	  	  	  	   95°C	  
3-­‐step	  cycling:	   	   	  
Denaturing:	   15	  sec.	  	  	  	  	  	   94°C	  
Annealing:	   30	  sec.	  	   50-­‐55°C	  
Extension:	   30	  sec.	  	  	  	  	   72°C	  
Number	  of	  cycles:	   30-­‐40	   	  
Final	  extension	   10	  min.	  	  	  	  	  	   72°C	  
	  
	  
5. Place	  the	  PCR	  tubes	  in	  the	  thermal	  cycler	  and	  start	  the	  cycling	  program.	  
6. Analyze	  7	  μl	  of	  DNA	  product	  with	  QuiAxcel	  system	  advanced.	  
Component	   Volume	  per	  reaction	  (μl)	  
Master	  mix	  	   10	  
Primer	  A	   1	  
Primer	  B	   1	  	  
Template	  DNA	  	   2	  	  
RNase-­‐free	  water	   6	  	  
Total	  volume	   20	  
Table	  VIII	  Reaction	  composition	  of	  PCR.	  
Table	  IX	  Optimized	  cycling	  protocol.	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5.2.5	  	  Pyrosequencing	  
	  
Pyrosequencing	  was	   developed	   as	   a	   real-­‐time	   and	   sensitive	  method	   to	   have	   quantitive	  
measures	   in	   various	   developmental	   and	  pathological	   situations	   and	  nowadays	   it	   is	   also	  
widely	  used	  as	  analysis	  platform	  for	  various	  biological	  and	  diagnostic	  applications,	  such	  as	  
routine	   (multiplex)	   genotyping	   of	   single	   nucleotide	   polymorphisms	   (SNPs),	   bacterial	  
typing,	  or	  mutation	  detection.	  	  
Pyrosequencing	  uses	  biochemical	  reactions	  in	  which	  there	  are	  a	  balanced	  mixture	  of	  four	  
enzymes	   and	   the	   basic	   technique	   is	   based	   on	   incorporation,	   monitored	  
bioluminometrically,	   of	   new	   complementary	   nucleotides	   that	   are	   released	   in	   a	   pre-­‐
determined	   order;	   when	   the	   correct	   nucleotide	   is	   released,	   it	   binds	   to	   the	   template	  
strand	   by	   the	   Klenow	   fragment	   of	   the	   Escherichia	   coli	   DNA	   polymerase	   I,	   releasing	  
pyrophosphate.	  
The	   latter	   is	   used	   by	   an	   ATP	   sulfurylase	   (isolated	   from	   Saccharomyces	   cerevisiae)	   to	  
produce	   ATP	   from	   adenosine-­‐5’-­‐phosphosulfate	   and	   this	   ATP	   provides	   the	   necessary	  
energy	   for	   the	   luciferase	   (isolated	   from	   Photinus	   pyralis)	   to	   oxidize	   D-­‐luciferin.	   The	  
product	  oxyluciferin	   is	   generated	   in	   an	  excited	   state,	  which	  decays	   to	   the	  ground	   state	  
with	   the	   emission	   of	   a	   photon	   that	   can	   be	   detected	   by	   a	   charge-­‐coupled	   device	   (CCD)	  
camera.	  
Unincorporated	  nucleotides	  as	  well	  as	  excess	  ATP	  are	  degraded	  prior	   to	  addition	  of	   the	  
next	  nucleotide	  by	  an	  apyrase	  (isolated	  from	  Solanum	  tuberosum).	  
The	   intensity	  of	   the	  bioluminometric	   response	   is	  directly	  proportional	   to	   the	  amount	  of	  
incorporated	   nucleotides,	   that	   is,	   a	   peak	   corresponding	   to	   the	   incorporation	   of	   two	  
consecutive	   (and	   identical)	   nucleotides	   will	   have	   the	   double	   height	   compared	   to	   the	  
signal	  of	  a	  single	  nucleotide	  incorporation.	  	  
The	  peak	  heights	   in	   the	   resulting	  output	   format,	   termed	  pyrogram,	   thus	   inform	  on	   the	  
extent	  of	  homopolymeric	  sequences	  and	  proportions	  of	  alleles	  can	  be	  deduced	  from	  the	  
relative	  height	  of	  the	  peaks	  corresponding	  to	  variable	  nucleotide	  positions	  (Fig.	  23).	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In	   contrast	   to	   conventional	   Sanger	   sequencing	   that	   uses	   a	   mixture	   of	   the	   four	  
fluorescently	   labelled	   terminating	   dideoxy-­‐nucleotides	   (ddNTPs)	   and	   strand	   elongating	  
deoxy-­‐nucleotides	   (dNTPs),	  only	  one	  nucleotide	   is	  dispensed	  at	  a	   time	  by	  an	   inkjet-­‐type	  
cartridge	  in	  pyrosequencing	  reactions.	  	  	  
1	  
2	  
3	  
4	  
5	  
Fig.	  23	  The	  priciple	  of	  Pyrosequencing.	  	  
1. Nucleotides	  A,	  G,	  F	  and	  T	  are	  dispensed	  in	  sequence.	  For	  each	  nucleotide	  
incorporation,	  a	  pyrophosphate	  molecule	  is	  released.	  
2. An	  enzyme	  cascade	  reaction	  generates	  a	  light	  signal	  proportional	  to	  the	  
amount	  of	  pyrophosphate	  released.	  
3. The	  light	  signal	  is	  displayed	  as	  a	  peak	  in	  the	  Pyrogram	  trace	  
4. Excess	  nucleotides	  and	  ATP	  are	  degraded	  before	  the	  next	  nucleotide	  
dispensation.	  
5. Pyrogram	  trace	  shows	  the	  DNA	  sequence	  of	  the	  template’s	  complement	  
strand.	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The	  carefully	  optimized	  interplay	  of	  the	  kinetics	  of	  the	  four	  enzymes	  ensures	  that	  at	  most	  
one	  nucleotide	  is	  present	  at	  any	  time	  in	  the	  reaction	  mixture	  permitting	  clear	  assignment	  
of	  the	  light	  signal	  to	  the	  incorporation	  of	  a	  specific	  nucleotide	  and	  thereby	  reconstruction	  
of	  the	  sequence	  synthesized	  by	  the	  iterative	  addition	  of	  nucleotides.	  	  
The	  dispensation	  order	  of	  nucleotides	  can	  either	  be	  predefined	  for	  the	  analysis	  of	  known	  
sequences	  or	  consist	  of	  cyclic	  ACGT	  dispensations	  for	  de	  novo	  sequencing.	  	  
The	  procedure	  of	   the	  pyrosequencing	   assay	   is	   simple	   and	   robust	   and	   results	   are	  highly	  
reproducible.	   The	   instrument	   provides	   a	   great	   flexibility	   performing	   either	   different	  
assays	  (up	  to	  24)	  in	  parallel	  or	  analyzing	  up	  to	  96	  samples	  with	  one	  specific	  assay.	  	  
Pyrosequencing	  is	  also	  a	  flexible	  method	  and	  it	  can	  be	  used	  also	  for	  the	  analysis	  of	  DNA	  
methylation	   in	   CpG-­‐rich	   regions	   (Fig.	   24);	   indeed	   it	   has	   allowed	   to	   identify	   and	   study	  
aberrant	  gene	  methylation	   in	  many	  tumours	  and	   in	   the	   imprinting	  disorders,	   showing	  a	  
wide	  range	  of	  applications.	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
Fig.	   24	   An	   example	   of	   a	   DNA	   sequence	   and	   its	   conversion	   by	   bisulfite	  
treatment	   and	   further	   amplification	   by	   PCR.	   By	   Pyrosequencing	   analysis,	  
unmethylated	  Cytosine	   (C)	   is	  measured	  as	   the	   relative	   content	  of	   T	   at	   the	  
CpG	  site,	  and	  methylated	  Cytosine	  (mC)	  is	  measured	  as	  relative	  content	  of	  C	  
at	  the	  CpG	  site.	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Using	  the	  pyrosequensing	  technology,	  the	  protocol	  for	  DNA	  methylation	  analysis	  can	  be	  
subdivided	  into	  different	  steps	  and	  in	  my	  work	  I	  utilized	  the	  Pyromark	  Q24	  CpG	  kit	  from	  
Quiagen	  to	  analyze	  CpG	  islands	  around	  miR-­‐126	  in	  bisulfite-­‐treated	  DNA	  samples	  (Fig	  25).	  
	  
A	   positive	   control	   was	   included	   in	   every	   reaction	   performed	   and	   the	   sequence	   of	   the	  
annealing	  pyrosequencing	  primer	  used	  for	  the	  study	  was:	  	  
1. 5’-­‐ATTAGTTAAGAAGGTAGAAGT-­‐3’	  
	  
The	  entire	  protocol	  applied	  was	  the	  following:	  
1. Set	  up	  an	  assay	  to	  analyze	  the	  CpG	  around	  miR-­‐126	  by	  using	  the	  PyroMark	  Q24	  
Software.	  
2. Gently	  shake	  the	  bottle	  containing	  streptavidin	  sepharose	  Hp	  beads	  until	  a	  
homogenous	  suspension	  is	  obtained.	  
3. For	  each	  sample,	  prepare	  a	  solution	  for	  DNA	  immobilization	  as	  describe	  in	  table	  X.	  
Commponent	   Volume	  per	  reaction	  (μl)	  
Streptavidin	  Sepharose	  HB	  beads	   2	  
PyroMark	  Binding	  Buffer	   40	  
Rnase-­‐free	  water	   0.75	  	  
PCR	  product	   20	  
Total	  volume	   80	  
Fig.	  25	  Outline	  of	  the	  different	  steps	  of	  the	  pyrosequencing	  procedure	  of	  CpG	  islands.	  
A	   target	   region	   is	   amplified	   with	   one	   of	   the	   two	   primers	   being	   biotinylated.	   The	  
biotinylated	   strand	   is	   captured	   on	   streptavidin-­‐coated	   sepharose	   beads	   which	   are	  
retained	   on	   the	   filter	   plate	  while	   the	   non-­‐biotinylated	   strand	   is	   washed	   off	   under	  
denaturing	  conditions.	   In	   the	  end	  a	   sequencing	  primer	   is	  annealed	   to	   the	   template	  
strand	  for	  the	  pyrosequencing	  reaction.	  
Table	  X	  DNA	  immobilization	  components.	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4. Seal	  the	  PCR	  plate	  using	  strip	  caps.	  	  
5. Agitate	   the	   PCR	   plate	   constantly	   for	   5-­‐10	   min.	   at	   room	   temperature	   (15-­‐25°C)	  
using	  a	  mixer	  (1400	  rpm).	  
6. Add	  1	  μl	  diluted	  sequencing	  primer	  and	  24	  μl	  Annealing	  Buffer	  to	  each	  well	  to	  be	  
analyzed	  on	  the	  PyroMark	  Q24	  Plate.	  
7. Place	  the	  PCR	  plate	  and	  PyroMark	  Q24	  Plate	  in	  the	  workstation	  (Fig.	  26)	  
8. Apply	  vacuum	  to	  the	  tool	  by	  opening	  the	  vacuum	  switch.	  
9. Carefully	  lower	  the	  filter	  probes	  into	  the	  PCR	  plate	  (or	  strips)	  to	  capture	  the	  beads	  
containing	   immobilized	   template.	   Hold	   the	  
probes	   in	  place	   for	  15	   sec.	   Take	   care	  when	  
picking	  up	  the	  tool.	  
10. Transfer	   the	   tool	   to	   the	   trough	   containing	  
70	   %	   ethanol	   (trough	   1).	   Flush	   the	   filter	  
probes	  for	  5	  sec.	  
11. Transfer	   the	   tool	   to	   the	   trough	   containing	  
Denaturation	   solution	   (trough	   2).	   Flush	   the	  
filter	  probes	  for	  5	  sec.	  
12. Transfer	   the	   tool	   to	   the	   trough	  containing	  Wash	  
Buffer	  (trough	  3).	  Flush	  the	  filter	  probes	  for	  10	  sec.	  
13. Raise	  the	  tool	  to	  beyond	  90°	  vertical	  for	  5	  sec.,	  
to	  drain	  liquid	  from	  the	  filter	  probes	  (Fig.	  27).	  
14. While	  holding	  the	  tool	  over	  the	  PyroMark	  Q24	  
Plate,	  turn	  the	  vacuum	  switch	  off.	  
15. 	  Release	   the	   beads	   into	   the	   PyroMark	   Q24	  
Plate	  by	  gently	  shaking	  the	  tool	  in	  the	  wells.	  
16. Transfer	   the	   tool	   to	   the	   trough	   containing	  
high-­‐purity	   water	   (trough	   4)	   and	   agitate	   the	  
tool	  for	  10	  sec.	  
17. Wash	   the	   filter	   probes	   by	   lowering	   the	   probes	  
into	   high-­‐purity	   water	   (trough	   5)	   and	   applying	  
vacuum.	  Flush	  the	  probes	  with	  70	  ml	  highpurity	  water.	  
18. Raise	   the	   tool	   to	   beyond	   90°	   vertical	   for	   5	   sec.,	   to	   drain	   liquid	   from	   the	   filter	  
probes.	  
Fig.	   26	  PyroMark	  Q24	  Vacuum	  
Workstation.	  
Fig.	   27	   Vacuum	   tool	   raised	   to	  
beyond	  90°	  vertical.	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19. Close	   the	   vacuum	   switch	   on	   the	   tool	   (Off)	   and	   place	   the	   tool	   in	   the	   Parking	   (P)	  
position.	  
20. 	  Turn	  off	  the	  vacuum	  pump.	  
21. Heat	  the	  PyroMark	  Q24	  Plate	  containing	  the	  samples	  at	  80°C	  for	  2	  min.	  using	  the	  
PyroMark	  Q24	  plate	  holder.	  
22. Allow	  the	  samples	  to	  cool	  to	  room	  temperature	  (15–25°C)	  for	  at	  least	  5	  min.	  
23. Place	  the	  reagent	  cartridge	  with	  the	   label	   facing	  you	  and	   load	  the	  cartridge	  with	  
the	  appropriate	  volumes	  of	  nucleotides,	  enzyme	  and	  substrate	  mixtures.	  	  
24. Open	  the	  instrument	  lid	  and	  insert	  the	  reagent	  filled	  cartridge.	  
25. Open	  the	  plate-­‐holding	   frame	  and	  place	   the	  PyroMark	  Q24	  Plate	  on	   the	  heating	  
block.	  Close	  the	  plate-­‐holding	  frame	  and	  the	  instrument	  lid.	  
26. Insert	   the	   USB	   stick	   with	   the	   run	   file	   into	   the	   USB	   port	   at	   the	   front	   of	   the	  
instrument.	  
27. When	  the	  run	   is	   finished	  and	  the	   instrument	  confirms	  that	  the	  run	  file	  has	  been	  
saved	  to	  the	  USB	  stick	  open	  and	  analyze	  the	  processed	  run	  file	  in	  the	  CpG	  mode	  in	  
PyroMark	   Q24	   Software.	   The	   quantification	   of	   CpG	   methylation	   and	   quality	  
assessment	  are	  displayed	  above	  each	  CpG	  site	  in	  the	  Pyrogram®	  trace.	  	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	   70	  
5.3	  	  	  	  RNA	  purification	  
	  
The	   RNA	   purification	   was	   a	   critical	   part	   of	   work	   because	   this	  molecule	   is	  more	   fragile	  
compared	  to	  DNA	  and	  requires	  to	  stay	  on	  ice	  to	  avoid	  breakdown.	  
Working	   with	   RNA	   requires	   to	   create	   a	   Rnase-­‐free	   environment	   because	   Rnases	   or	  	  
ribonucleases	  are	  everywhere	  and	  are	  very	  stable	  and	  difficult	  to	  inactivate.	  
In	  this	  project	  I	  used	  the	  RNeasy	  FFPE	  kit	  from	  Quiagen	  to	  extract	  RNA	  from	  FFPE	  tissue	  
sections	  and	  the	  kit	   is	  specially	  designed	  to	  reverse	  as	  much	  formaldehyde	  modification	  
(such	   as	   nucleic-­‐acid	   	   and	   protein	   cross-­‐links)	   as	   possible	   without	   further	   RNA	  
degradation.	  
The	  complete	  protocol	  utilized	  was	  as	  follows:	  
1. Deparaffinize	   the	   sections	   by	   adding	   1000	   (1200)	   μl	   xylene	   to	   the	   tissue	   and	  
vortex.	  
2. Centrifuge	  at	  20000x	  g	  (14000	  rpm)	  for	  5	  min.	  
3. Gently	  remove	  supernatant	  by	  pipetting.	  
4. Add	  1000	  (1200)	  μl	  96-­‐100%	  ethanol	  to	  remove	  residual	  xylene	  and	  vortex.	  
5. Centrifuge	  at	  20000x	  g	  (	  14000	  rpm)	  for	  5	  min.	  
6. Carefully	  remove	  supernatant	  (ethanol)	  by	  pipetting.	  
7. Add	  240	  μl	  Buffer	  PKD,	  and	  mix	  by	  vortexing.	  
8. Centrifuge	  for	  1	  min.	  at	  11000	  x	  g	  (10000	  rpm).	  
9. Add	  10	  μl	  proteinase	  K	   to	   the	   lower,	   clear	  phase.	  Mix	  gently	  by	  pipetting	  up	  and	  down.	  
10. Incubate	  at	  56°C	  for	  15	  min.,	  then	  at	  80°C	  for	  15	  min.	  
11. Transfer	  the	  lower,	  uncolored	  phase	  into	  a	  new	  2	  ml	  microcentrifuge	  tube.	  
12. Incubate	  on	   ice	   for	  3	  min.	  Then,	   centrifuge	   for	  15	  min.	   at	  20000	  x	  g	   (13500	  rpm).	  
13. Transfer	   the	   supernatant	   to	   a	   new	   microcentrifuge	   tube	   taking	   care	   not	   to	  disturb	  the	  pellet.	  
14. Add	   DNase	   Booster	   Buffer	   equivalent	   to	   a	   tenth	   of	   the	   total	   sample	   volume	  
approximately	  25	  μl	  and	  10	  μl	  DNase	   I	  stock	  solution.	  Mix	  by	   inverting	  the	  tube.	  
Centrifuge	  briefly	  to	  collect	  residual	  liquid	  from	  the	  sides	  of	  the	  tube.	  
15. Incubate	  at	  room	  temperature	  for	  15	  min.	  
16. Add	  500	  μl	  Buffer	  RBC	  to	  adjust	  binding	  conditions,	  and	  mix	  the	  lysate	  thoroughly.	  
17. Add	   1200	   μl	   ethanol	   (100%)	   to	   the	   sample,	   and	   mix	   well	   by	   pipetting.	   Do	   not	  
centrifuge.	  Proceed	  immediately	  to	  step	  18.	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18. Transfer	  700	  μl	  of	  the	  sample,	  including	  any	  precipitate	  that	  may	  have	  formed,	  to	  
an	   RNeasy	  MinElute	   spin	   column	   placed	   in	   a	   2	  ml	   collection	   tube.	   Close	   the	   lid	  
gently,	   and	   centrifuge	   for	   15	   sec.	   at	   ≥8000	   x	  g	   (≥10000	   rpm).	   Discard	   the	   flow-­‐
through.	  
19. Repeat	  step	  18	  until	   the	  entire	  sample	  has	  passed	  through	  the	  RNeasy	  MinElute	  
spin	  column.	  
20. Add	  500	  μl	  Buffer	  RPE	  to	  the	  RNeasy	  MinElute	  spin	  column.	  Close	  the	   lid	  gently,	  
and	  centrifuge	  for	  15	  sec.	  at	  ≥8000	  x	  g	  (≥10000	  rpm).	  Discard	  the	  flow-­‐through.	  
21. Add	  500	  μl	  Buffer	  RPE	  to	  the	  RNeasy	  MinElute	  spin	  column.	  Close	  the	   lid	  gently,	  
and	   centrifuge	   for	   2	  min.	   at	   ≥8000	   x	   g	   (≥10000	   rpm)	   to	   wash	   the	   spin	   column	  
membrane.	  Discard	  the	  collection	  tube	  with	  the	  flow-­‐through.	  
	  
5.3.1	  	  RNA	  quantification	  and	  quality	  analysis	  
	  
The	   measurements	   of	   concentration	   and	   the	   quality	   of	   purified	   RNA	   were	   performed	  
utilizing	   the	   spectrophotometer	  UV-­‐visible	  NanoDrop	   2000	   and	   the	   same	   procedure	   as	  
described	  for	  DNA	  analysis.	  
	  
5.3.2	  	  Reverse	  Transcriptase	  PCR	  (RT-­‐PCR)	  
	  
The	  reverse	  transcription	  reaction	  was	  performed	  to	  obtain	  complementary	  DNA	  (cDNA)	  
using	  reverse	  transcriptase	  (RT),	  which	  is	  an	  enzyme	  that	  translates	  RNA	  to	  DNA.	  	  
This	   creates	   one	   DNA	   (cDNA)	   strand	   complementary	   to	   the	   RNA	   strand	   in	   a	   DNA-­‐RNA	  
hybrid	  and	  then	  the	  RNA	  strand	  is	  degraded,	  leaving	  single	  stranded	  cDNA	  ready	  for	  PCR.	  	  
Like	  the	  DNA	  polymerase,	  RT	  needs	  a	  primer	  to	  start	  the	  DNA	  synthesis.	  	  
There	  are	  usually	  three	  alternative	  primer	  methods:	  	  
1. Gene	  specific	  primers	  can	  be	  used	  to	  synthesise	  cDNA	  when	  the	  mRNA	  sequence	  
is	  known.	  In	  this	  way	  only	  the	  fragment	  in	  question	  is	  synthesised.	  	  
2. Oligo-­‐deoxy-­‐thymine	  (oligo-­‐dT)	  primers	  consists	  of	  a	  number	  of	  thymine	  residues.	  
These	  primers	  bind	  the	  3´	  poly(A)	  tails	  of	  the	  mRNA	  and	  cDNA	  synthesis	  starts	  at	  
the	  end	  of	  the	  mRNA.	  It	  may	  be	  difficult	  to	  get	  transcripts	  of	  the	  entire	  5´	  end	  of	  
the	  mRNA	  when	  oligo-­‐dT	  primers	  are	  used	  in	  FFPE	  tissue	  because	  total	  RNA	  could	  
be	  often	  fragmented	  does	  not	  necessarily	  contain	  a	  poly	  (A),	  but	  that	  depends	  on	  
the	  length	  of	  the	  template.	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3. Random	  hexamers	  are	  (as	  given	  by	  the	  name)	  six	  and	  six	  nucleotides	  put	  together	  
at	  random.	  These	  primers	  will	  bind	  at	  several	  locations	  in	  the	  total	  RNA	  and	  cDNA	  
synthesis	  starts	  from	  there.	  	  
In	   this	   study	   random	   hexamers	   were	   used	   and	   200	   ng	   of	   RNA	   for	   each	   sample	   were	  
utilized	  to	  have	  a	  total	  volume	  of	  20	  μl.	  Calculations	  have	  been	  done	  before	  starting	  the	  
experiment.	  
The	  protocol,	  Affinity	  Script	  QPCR	  cDNA	  synthesis	  Kit	   from	  Agilent	  Technologies,	  was	  as	  
follows:	  
1. Prepare	  the	  first	  strand	  cDNA	  synthesis	  in	  0.2	  ml	  microcentrifuge	  tubes	  by	  adding	  
the	  following	  components	  in	  order.	  
1. RNase-­‐free	  water	  to	  a	  total	  volume	  of	  20	  µl	  
2. 10	  µl	  First	  strand	  master	  mix	  (a	  reaction	  buffer)	  
3. 3	  µl	  Random	  primers	  
4. 1	  µl	  AffinityScript	  RT/RNase	  Block	  enzyme	  
5. X	  variable	  µl	  of	  RNA	  
2. Spin	  down	  the	  samples	  and	  run	  the	  cDNA	  synthesis	  program	  (20-­‐30	  min)	  
1. 25	  ºC	  for	  5	  min.	  Primer	  binding	  to	  the	  RNA	  template.	  
2. 42	  ºC	  for	  15	  min.	  cDNA	  synthesis.	  
3. 95	  ºC	  for	  5	  min.	  Terminates	  elongation.	  
	  
5.3.3	  	  Real	  time	  quantitative	  PCR	  (qPCR)	  
	  
Real-­‐Time	   qPCR	  (Real	   Time	   quantitative	   PCR)	   is	   a	   major	   development	   of	   thePCR	  
technology	  that	  enables	  reliable	  detection	  and	  measurement	  of	  gene	  products	  generated	  
during	  each	  cycle	  of	  PCR	  process.	  This	  technhique	  is	  commonly	  used	  for	  both	  diagnostic	  
and	  basic	   research	  because	   it	   is	   very	   sensitive	   and	  gives	   the	  possibility	   to	   compare	   the	  
expression	  levels	  of	  different	  genes	  and	  to	  rapidly	  detect	  nucleic	  acids	  that	  are	  diagnostic	  
of,	  for	  example,	  infectious	  diseases,	  cancer	  and	  genetic	  abnormalities.	  
The	   procedure	   follows	   the	   general	   principle	   of	   PCR,	   its	   key	   characteristic	   is	   that	   the	  
amplified	   DNA	   is	   detected	   as	   the	   reaction	   progresses	   in	   “real	   time”.	   This	   is	   a	   new	  
approach	  compared	  to	  standard	  PCR,	  where	  the	  product	  of	  the	  reaction	  is	  detected	  at	  its	  
end.	   Two	   common	  methods	   for	   the	   detection	   of	   products	   in	   quantitative	   PCR	   are:	   (1)	  
non-­‐specific	  fluorescent	  dyes	  that	  intercalate	  with	  any	  double-­‐stranded	  DNA	  (dsDNA)	  like	  
for	   example	   the	   dye	   SYBR	   green,	   and	   (2)	   sequence-­‐specific	  DNA	   probes	   consisting	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of	  oligonucleotides	  that	  are	  labelled	  with	  a	  fluorescent	  reporter	  which	  permits	  detection	  
only	  after	  hybridization	  of	  the	  probe	  with	  its	  complementary	  sequence.	  
In	   this	   study	   was	   utilized	   qPCR	   using	   RotorGene	   6000	   instrument	   (Quiagen)	   and	   SYBR	  
green	   that	   is	   a	   fluorophore	   that	   binds	   to	   all	   dsDNA	  in	   PCR,	   causing	   fluorescence	  of	   the	  
dye.	   The	   increase	   of	   DNA	   product	   during	   PCR	   determines	   an	   increase	   in	   fluorescence	  
intensity	   and	   is	   measured	   at	   each	   cycle,	   thus	   allowing	   DNA	   concentrations	   to	   be	  
quantified.	  However	  there	  are	  disadvantages	  because	  SYBR	  green	  binds	  to	  all	  dsDNA	  PCR	  
products,	   including	   nonspecific	   PCR	   products	   (like	   primer	   dimer).	   This	   could	   possibly	  
interfere	  with,	  or	  impede,	  accurate	  measurement	  of	  the	  expected	  target	  sequence.	  
For	  this	  reason	  qPCR	  allows	  the	  identification	  of	  specific,	  amplified	  DNA	  fragments	  using	  
analysis	   of	   their	  melting	   temperature	   (also	   called	  Tm	  value,	   from	  melting	   temperature).	  
The	  DNA	  melting	  temperature	  is	  specific	  to	  the	  amplified	  product	  and	  the	  results	  of	  this	  
technique	  are	  obtained	  by	  comparing	   the	  dissociation	  curves,	   called	  melting	  curves,	   for	  
the	  analysed	  DNA	  samples	  (Fig.	  28).	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
For	  measuring	  the	  expression	  of	  S2	  transcript	  of	  EGFL7,	  GAPDH	  was	  used	  as	  endogenous	  
control	  and	  the	  primers	  utilized	  were:	  
1. EGFL7	  S2	  	  	  	  5’-­‐CCCCGGATCCGGCGGCCA-­‐3’	  (forward)	  
	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  5’-­‐TGCGGCGGTAGGCGGTCCTA-­‐3’	  (reverse)	  
2. GAPDH	  	  	  	  	  	  	  5’-­‐GAAGGTGAAGGTCGGAGTC-­‐3’	  (forward)	  
	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  5’-­‐GAAGATGGTGATGGGATTTC-­‐3’	  (reverse)	  
	  
	  
	  
	  
	  
Fig.	  28	  Rapresentation	  of	  melting	  curve	  for	  an	  amplicon	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The	   protocol,	   Brilliant	   III	   Ultra	   Fast	   SYBR	   Green	   QPCR	   master	   mix	   kit	   from	   Agilent	  
Technologies,	  was	  the	  following:	  
1. Thaw	  the	  qPCR	  master	  mix,	  which	  includes	  a	  mix	  of	  DNA	  polymerases,	  buffer,	  
dNTPs	  and	  primers	  and	  store	  them	  on	  ice.	  They	  are	  temperature-­‐sensitive	  and	  
therefore	  are	  always	  kept	  on	  ice.	  
2. Briefly	  vortex	  the	  tubes	  
3. Prepare	  the	  master	  mix	  containing	  dye	  and	  primers	  for	  each	  primer-­‐pair	  (GAPDH	  
and	  EGFL7	  S2).	  Keep	  it	  on	  ice.	  
4. Add	  12	  µl	  mastermix	  to	  0.2	  ml	  tubes.	  
5. Prepare	  the	  master	  mix	  containing	  cDNA	  and	  water.	  
6. Place	  the	  0.2	  ml	  tubes	  and	  cDNA	  master	  mix	  in	  cooling	  elements,	  mix	  and	  pipet	  8	  
µl	  cDNA	  to	  the	  tubes.	  
7. Loading	  of	  endogenous	  controls	  are	  8	  µl,	  water	  samples	  are	  0	  µl	  DNA	  but	  8	  µl	  of	  
water.	  Positive	  controls	  are	  1	  µl	  cDNA	  and	  7	  µl	  water.	  
8. Close	  the	  lids	  and	  centrifuge	  briefly	  to	  avoid	  air	  bubbles	  in	  the	  samples	  and	  to	  spin	  
down	  drops	  in	  the	  lid.	  Bubbles	  results	  in	  false	  results.	  
9. Load	  the	  samples	  in	  a	  36	  well	  rotor	  and	  insert	  in	  Rotor-­‐Gene	  machine.	  Make	  sure	  
that	  the	  lids	  are	  closed	  and	  sample	  1	  in	  well	  number	  1.	  
10. Select	  the	  specific	  program	  that	  follows:	  
1. Hold	  95	  °C	  for	  3	  min.	  
2. Cycling	  45x	  (the	  enzymes	  can	  maximum	  run	  for	  about	  50	  times)	  
1. 95	  °C	  for	  10	  sec.	  
2. 62	  °C	  for	  20	  sec.	  
3. Add	  Melt	  
11. Start	  run	  (takes	  approximately	  70	  min.).	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6.	  Results	  
6.1	  	  	  Methylation	  sensitive	  PCR	  (MSP)	  results	  
	  
The	  DNA	  methylation	  status	  of	  the	  CpG	  island	  in	  the	  S2	  promoter	  was	  examined	  in	  all	  54	  
samples	  by	  MSP	  after	  bisulfite	  treatment	  and	  the	  DNA	  products	  were	  analyzed	  by	  QIAxcel	  
system	  advanced.	  
Here	   are	   shown	   the	   methylation	   status	   of	   S2	   by	   MSP	   in	   some	   tumor	   samples	   from	  
surgically	  removed	  MPM	  (MPM)	  and	  preoperative	  diagnostic	  biopsy	  (DB),	  non-­‐neoplastic	  
pleura	  from	  MPM	  patients	  (NNP),	  non-­‐neoplastic	  reactive	  mesothelial	  proliferation	  after	  
pneumothorax	  (PTHX),	  and	  in	  positive	  and	  negative	  controls,	   i.e.	  completely	  methylated	  
or	  completely	  unmethylated	  human	  genomic	  DNA	  after	  bisulfite	  conversion	   (EMCD	  and	  
EUCD,	  respectively)	  (Fig.	  28).	  	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  E	  U	  C	  D	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  E	  M	  C	  D	  
	  	  	  	  	  	  	  	  	  M	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  U	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  M	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  U	  
	  	  	  	  	  	  	  	  	  MPM	  1	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  MPM	  2	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  MPM	  3	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  MPM	  4	  
	  	  	  M	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  U	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  M	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  U	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  M	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  U	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  M	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  U	  
	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  DB	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  NNP	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  PTHX	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  
	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  M	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  U	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  M	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  U	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  M	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  U	  	  
A	  
B	  
C	  
	  
Fig.	   	  28	  MSP	  analysis	  of	  the	  EGFL7	  S2	  CpG	  island	  promoter	  in	  MPM	  samples	  (B),	  
DB,	  NNP	  and	  PTHX	   (C)	  using	  as	  positive	   controls	   EMCD	  and	  as	  negative	   control	  
EUCD	   (A).	   MPM:	   surgically	   removed	   malignant	   pleural	   mesotheliomas;	   DB:	  
preoperative	   diagnostic	   biopsies;	   NNP:	   patient-­‐matched	   non-­‐neoplastic	   pleura	  
from	   patients	   operated	   for	   MPM;	   PTHX:	   non-­‐neoplastic	   reactive	   mesothelial	  
proliferation	   due	   to	   pneumothorax;	   EMCD:	   Completely	   methylated	   human	  
genomic	   DNA	   bisulfite	   converted;	   EUCD	   Completely	   unmethylated	   human	  
genomic	  DNA	  	  bisulfite	  converted.	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The	  results	  showed	  the	  presence	  of	  a	  methylated	  S2	  band	  in	  the	  majority	  of	  MPM	  and	  DB	  
specimens	  that	  was	  absent	  in	  all	  other	  the	  tested	  NPP	  and	  PTHX	  samples.	  	  
Data	   are	   summarized	   the	   data	   in	   table	   XI	   dividing	   them	   in	   two	   	   groups:	   samples	   with	  
neoplastic	  pleura	  (MPM	  and	  DB)	  and	  samples	  with	  non	  neoplastic	  pleura	  (NNP	  and	  PTHX).	  
	  
Presence	  of	  
methylated	  band	  S2	  
MPM/	  DB	   NNP/	  PTHX	   TOTAL	  
YES	   24	   0	   24	  
NO	   10	   20	   30	  
TOTAL	   34	   20	   54	  
	  
	  
	  
By	  Analyzing	  data	  from	  contingency	  table	  XI,	   I	   tried	  to	  see	   if	   It	  was	  possible	  to	  measure	  
the	   association	   between	   the	   two	   groups	   ,	   by	   using	   the	   	   Pearson's	   chi-­‐squared	   test	  (χ2)	  
which	   is	   a	   	   test	   of	   independence	   that	   assesses	   whether	   paired	   observations	   on	   two	  
variables,	  expressed	  in	  a	  contingency	  table,	  are	  independent	  of	  each	  other.	  
The	   value	   of	   this	   test	   statistic	   test	   was	   25.47	   and	   afterwards	   I	   utilized	   this	   value	   to	  
calculate	  the	  Cramer’s	  V	  contingency	  coefficient	  φc	  (Cramér's	  phi)	  that	  ranges	  from	  0	  to	  1.	  
The	  closer	   to	  0	   the	  value	  of	  φc	   is,	   the	  weaker	  dependence	   joins	   the	  analysed	  variables,	  
and	  the	  closer	  to	  1,	  the	  stronger	  dependence	  joins	  the	  analysed	  variables.	  	  
In	  this	  case	  φc	  	  was	  0.47	  showing	  a	  good	  correlation	  between	  the	  two	  groups	  studied	  and	  
the	  presence	  of	  methylated	  S2	  band.	  
	  
 
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
Table	  XI	  Data	  of	  samples	  examined	  by	  MSP.	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6.2	  	  Pyrosequencing	  results	  
	  
Pyrosequencing	  analysis	  was	  performed	  to	  examine	  the	  level	  of	  DNA	  methylation	  of	  CpG	  
islands	  around	  miR-­‐126.	   	  By	  using	  the	  pyrosequencing	  technique	  8	  representative	  MPM	  
samples	   and	   5	   NNP	   were	   analysed,	   since	   due	   to	   lack	   of	   time	   during	   my	   stay	   in	   the	  
laboratory	   in	  Copenhagen	   it	  was	  not	  possible	   to	  study	  all	   the	  MPM,	  DB,	  NNP	  and	  PTHX	  
specimens.	  
The	  sequence-­‐to-­‐analyze	  generated	  by	  the	  choice	  of	  primers	  was	   inserted	  into	  software	  
PyroMark	   Q24	   version	   1.0	   to	   create	   the	   assay	   setup.	   In	   each	   assay	   setup	   at	   least	   one	  
bisulfite	  control	  was	  added	  as	  early	  on	  in	  the	  dispensation	  order	  as	  possible.	  A	  complete	  
conversion	   of	   unmethylated	   CpG-­‐sites	   by	   bisulfite	   treatment	   is	   critical	   for	   obtaining	  
accurate	   results	   on	   methylation	   levels.	   For	   example,	   the	   assay	   setup	   used	   to	   analyze	  
methylation	   level	   in	  the	  flanking	  region	  of	  miR-­‐126	  had	  two	  bisulfite	  controls	   located	   in	  
dispensations	  number	  16	  and	  25	  (Fig	  29).	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Fig.	   29	   The	   assay	   setup	   contains	   information	   on	   the	   expected	   peak	   pattern	   and	   the	  
dispensation	   order	   used	   for	   each	   assay.	   The	   image	   here	   shows	   the	   assay	   setup	   for	   the	  
flanking	  region	  of	  miR-­‐126.	  Letters	  on	  the	  X-­‐axis	  specify	  the	  nucleotide	  being	  dispensed	  
in	   the	   order	   from	   left	   to	   right.	   The	   bars	   illustrate	   the	   expected	   relative	   signal	   peak	  
heights	   in	   the	   Pyrogram	   trace	   (y-­‐axis	   gives	   the	   number	   of	   a	   specific	   nucleotide).	   The	  
bisulfite-­‐control	  is	  positioned	  at	  dispensation	  number	  16	  and	  25	  (also	  indicated	  by	  a	  pale	  
yellow	  colour).	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Illustrative	   examples	   of	   pyrosequencing	   results	   for	   DNA	   methylation	   in	   CpG	   islands	  
flanking	  miR-­‐126	  are	  now	  provided	  (Fig	  30).	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Fig.30	   Pyrogram	   traces	   for	   DNA	  methylation	   of	   CpG	   islands	   around	  miR-­‐126	   of	  
two	  (A)	  and	  (B)	  MPM	  samples	  and	  two	  NNP	  (C)	  and	  (D)	  samples.	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By	   analyzing	   all	   pyrogram	   traces	   It	   was	   possible	   to	   observe	   a	   different	   degree	   of	   DNA	  
methylation	  in	  the	  three	  CpG	  islands	  around	  miR-­‐126.	  
For	   this	   reason	   I	   calculated	   the	   average	   methylation	   for	   the	   region	   analyzed	   in	   each	  
samples	   (table	   XII	   and	   table	   XIII	   )	   and	   the	   results	   have	   shown	   that	  MPM	   samples	   have	  
average	  methylation	  higher	  than	  respective	  NNP	  samples.	  
	  
	  MPM	  samples	   CpG	  1	   CpG	  2	   CpG	  3	   Average	  
1	   76	   73	   42	   63,7	  
2	   74	   65	   47	   62	  
3	   76	   96	   37	   69,7	  
4	   89	   93	   13	   65	  
5	   86	   68	   38	   64	  
6	   79	   55	   49	   61	  
7	   68	   80	   32	   60	  
8	   75	   76	   41	   64	  
	  
NPM	  	  samples	   CpG	  1	   CpG	  2	   CpG	  3	   Average	  
30	   44	   56	   15	   38,3	  
31	   58	   56	   10	   41,4	  
32	   59	   32	   38	   43	  
33	   68	   45	   19	   44	  
34	   56	   47	   28	   43,7	  
	  
	  
	  
	  
	  
	  
	  
	  
Table	  XII	  Summary	  of	  pyrosequencing	  results	  in	  MPM	  samples.	  
Table	  XIII	  Summary	  of	  pyrosequencing	  results	  in	  NNP	  samples.	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6.3	  	  	  	  Real	  Time	  quantitative	  (qPCR)	  PCR	  results	  
	  
When	  we	  have	  to	  quantify	  gene	  expression	   level	  with	  qPCR,	   it	   is	  necessary	  to	  know	  the	  
mechanism	  of	  cycles	  and	  curves.	  	  
In	  this	  context	  the	  value	  of	  Ct	  (threshold	  cycle)	  is	   	  very	  important,	  beacuse	  is	  defined	  as	  
the	   PCR	   cycle	   at	   which	   the	   fluorescent	   signal	   of	   the	   dye	   crosses	   an	   arbitrarily	   placed	  
threshold	  and	  this	  one	  allows	  to	  verify	  if	  PCR	  is	  in	  the	  exponential	  phase	  of	  amplification	  
(213).	  
In	   other	  words,	   the	   Ct	   value	   is	   inversely	   connected	   to	   the	   quantity	   of	   template	   in	   the	  
reaction	  in	  fact	  the	  lower	  the	  Ct,	  the	  more	  amount	  of	  PCR	  product	  in	  the	  reaction.	  
Data	   from	   qPCR	   can	   be	   elaborated	   as	   absolute	   or	   relative	   expression	   levels;	   absolute	  
expression	  gives	  information	  about	  the	  exact	  copy	  number	  but	  it	   is	  used	  rarely	  whereas	  
relative	  quantification	  provides	  data	  referred	  to	  an	  internal	  control.	  
When	  qPCR	  data	  are	  shown	  as	  individual	  point	  the	  2-­‐ΔCT	   	  method	  is	  utilized	  to	  normalize	  
them	  to	  an	  internal	  control	  (in	  my	  project	  GAPDH	  is	  used	  as	  endogenous	  control).	  
ΔCT	  is	  termed	  as	  Ct	  gene	  of	  interest	  –	  Ct	  internal	  control.	  	  
In	  this	  project	  I	  worked	  with	  tissue	  samples	  in	  doublets	  and	  then	  I	  calculated	  the	  mean	  for	  
the	  calculation	  of	  the	  2-­‐ΔCT	  and	  in	  addition	  I	  analyzed	  all	  data	  by	  differest	  statical	  tests	  like	  
Student’t-­‐test,	  Mann	  Whitney	  U	  test	  and	  one	  way	  ANOVA.	  
The	  main	  purpose	  of	  the	  experiments	  was	  to	  study	  the	  expression	  of	  EGFL7	  S2	  transcript	  
in	  MPM	  compared	  to	  NNP,	  DB	  and	  PTHX	  samples	  and	  to	  correlate	  these	  results	  with	  the	  
expression	   of	   miR-­‐126.	   Furthermore	   qPCR	   was	   used	   to	   examine	   the	   differences	   in	  
expression	  level	  in	  the	  histological	  MPM	  subtypes.	  
The	  first	  experiment	  with	  qPCR	  was	  designed	  to	  calculate	  the	  expression	  level	  	  of	  miR-­‐126	  
in	   MPM	   tissue	   samples	   (n=	   29)	   and	   NNP	   tissue	   samples	   (15)	   and	   to	   asses	   a	   possible	  
correlation	  with	  EGFL7	  S2	  expression	  in	  the	  same	  samples.	  
Thanks	   to	  data	  gently	   received	   from	  Morten	  Andersen,	   a	  PhD	   student	  of	   Laboratory	  of	  
Molecular	  Pathology	  at	  Rigshospitalet,	  I	  had	  the	  possibility	  to	  evaluate	  by	  unpaired	  T-­‐test	  
miR-­‐126	   mRNA	   expression.	   The	   result	   of	   this	   analysis	   (Fig.31)	   showed	   that	   there	   is	   a	  
significant	   difference	   of	   miR-­‐126	   expression	   in	   MPM	   as	   compared	   to	   NNP	   samples.	  
Indeed	  a	  deeply	  significant	  downregulation	  of	  miR-­‐126	  expression	  was	  detected	  in	  MPM	  
samples.	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Afterwards	  I	  examined	  the	  expression	  of	  EGFL7	  S2	  mRNA	  expression	  and	  I	  observed	  that	  
it	  was	  deregulated	  in	  MPM	  tumors	  samples.	  Indeed,	  the	  results,	  indicated	  that	  also	  for	  S2	  
there	  was	  a	  significant	  difference	  of	  expression	  between	  MPM	  and	  NNP	  samples	  and	  that	  
also	  the	  expression	  of	  S2	  is	  downregulated	  in	  MPM	  (Fig.	  32).	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Fig.	  31	  Mann	  Whytney	  test	  of	  miR-­‐126	  expression	  in	  malignant	  pleural	  mesothelioma	  
(MPM)	   and	   non-­‐neoplastic	   pleura	   (NNP)	   tissue	   samples.	   The	   test	   indicates	   a	  
statistically	  difference	   in	  miR-­‐126	  expression	   level	  between	  MPM	  samples	  and	  NNP	  
control	  samples	  (P-­‐value	  of	  0,0001).	  This	  leads	  to	  the	  conclusion	  that	  miR-­‐126	  mRNA	  
levels	  are	  downregulated	  in	  MPM	  tissue	  samples.	  The	  black	  horizontal	  line	  indicates	  
the	  median	  of	  either	  MPM	  or	  NNP;	  data	  were	  normalized	  with	  RNU49,	  endogenous	  
miRNA	  control.	  
miR-­‐126	  expression,	  comparison	  between	  MPM	  and	  NNP	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In	   the	   second	   analysis,	   I	   estimated	  with	   the	   Student’t-­‐test	  miR-­‐126	   and	   S2	  mRNA	   levels	  
expression	   in	  MPM	  samples	  compared	  to	  patient-­‐matched	  NNP	  paired	  samples	  and	  the	  
results	  confirmed	  the	  same	  correlation	  as	  the	  previous	  study	  (Fig.33	  and	  Fig	  34).	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P	  Value	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S2	  expression,	  comparison	  between	  MPM	  and	  NNP	  control	  tissue	  
Histosubtype	  
Fig.	  32	  Mann	  Whytney	  test	  of	  S2	  (alternative	  transcript	  of	  EGFL7)	  mRNA	  expression	  in	  
malignant	   pleural	   mesothelioma	   (MPM)	   and	   non-­‐neoplastic	   pleura	   (NNP)	   tissue	  
samples.	   The	   test	   indicates	   a	   statistically	   difference	   in	   S2	   mRNA	   between	   MPM	  
samples	  and	  NNP	  control	  samples	  (P-­‐value	  of	  0,0001).	  	  Thus,	  similary	  to	  miR-­‐126,	  S2	  
levels	  are	  downregulated	  in	  MPM	  tissue	  samples.	  The	  black	  horizontal	  line	  indicates	  
the	  median	  of	  either	  MPM	  or	  NNP;	  data	  were	  normalized	  with	  GAPDH,	  endogenous	  
mRNA	  control.	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P	  Value	  =	  0,0014	  
miR-­‐126	  expression,	  comparison	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  paired	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  and	  NNP	  control	  tissue	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Fig.	   33	   A	   paired	   T-­‐test	   of	   miR-­‐126	   expression	   in	   malignant	   pleural	   mesothelioma	  
(MPM)	  and	  patient-­‐matched	  non-­‐neoplastic	  pleura	  (NNP)	  paired	  tissue	  samples.	  The	  
test	   indicates	   a	   statistically	   difference	   in	   miR-­‐126	   expression	   level	   between	   MPM	  
samples	   and	   NNP	   control	   samples	   (P-­‐value	   of	   0,0014).	   	   MiR-­‐126	   mRNA	   level	   are	  
downregulated	   in	  MPM	   tissue	   samples	   and	  a	  paired	  T-­‐Test	  has	   a	   significant	  higher	  
power	   when	   compared	   to	   unpaired	   test.	   	   The	   black	   horizontal	   line	   indicates	   the	  
median	  of	  either	  MPM	  or	  NNP;	  data	  were	  normalized	  with	  RNU49.	  
P	  Value	  =	  0,0027	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Fig.	   34	   A	   paired	   T-­‐test	   of	   S2	  mRNA	   expression	   in	  malignant	   pleural	  mesothelioma	  
(MPM)	  and	  patient-­‐matched	  non-­‐neoplastic	  pleura	  (NNP)	  paired	  tissue	  samples.	  The	  
test	  indicates	  a	  statistically	  difference	  in	  S2	  mRNA	  between	  MPM	  samples	  and	  NNP	  
control	   samples	   (P-­‐value	   of	   0,0027).	   	   S2	   mRNA	   levels	   are	   downregulated	   in	  MPM	  
tissue	  samples	  and	  a	  paired	  T-­‐Test	  has	  a	  significant	  higher	  power	  when	  compared	  to	  
unpaired	  test.	  The	  black	  horizontal	  line	  indicates	  the	  median	  of	  either	  MPM	  or	  NNP;	  
data	  were	  normalized	  with	  GAPDH.	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In	  the	  third	  analysis	  I	  studied	  the	  correlation	  between	  S2	  expression	  and	  the	  histological	  
subtypes	  of	  MPM	   (EMM	  and	  BMM).	   In	   this	   case	   I	   used	   the	  Mann	  Whitney	  U	   test.	   The	  
result	  showed	  a	  significantly	  higher	  expression	  of	  S2	  in	  BMM	  when	  compared	  to	  the	  EMM	  
group	  (Fig.	  35),	  which	  correlates	  with	  the	  higher	  expression	  of	  miR126	  in	  BMM	  vs.	  EMM	  
recently	   reported	   by	   the	   Laboratory	   of	   Mol.	   Pathol.	   at	   Rigshospitalet	   Copenhagen	  
University	  Hospital	  (169)	  
	  
Finally,	  I	  analyzed	  with	  One	  way	  ANOVA	  test	  S2	  mRNA	  expression	  in	  all	  54	  samples	  with	  
neoplastic	   pleura	   and	   non-­‐neoplastic	   pleura	   and	   I	   tried	   to	   see	   if	   there	   was	   a	   possible	  
correlation	  between	  them.	  	  	  
The	   results	   showed,	   like	   the	  analysis	   regarding	  miR-­‐126	  previously	  described	   in	   Fig.	   11,	  
that	  there	  was	  a	  EGFL7	  S2	  downregulation	  in	  MMP	  and	  DB	  samples	  compared	  to	  NNP	  and	  
PTHX	  samples	  (Fig	  36).	  
	  
	  
	  
	  
Fig.	   35	  Mann	  Whitney	  U	   test	  of	   S2	  mRNA	  expression	  when	  histological	   subtypes	  are	  
compared.	  An	   increase	  of	   the	  median	  of	   the	  S2	  mRNA	  was	  seen	   in	  BMM	  (P	  value	  of	  
0,00195).	  The	  black	  horizontal	   line	   indicates	  the	  median	  of	  either	  MPM	  or	  NNP;	  data	  
were	  normalized	  with	  GAPDH.	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Fig.	   	   36	   One	   way	   ANOVA	   test	   of	   S2	   mRNA	   expression	   in	   preoperative	   diagnostic	  
biopsies	   (DB)	  malignant	   pleural	  mesothelioma	   (MPM)	   non-­‐neoplastic	   pleura	   (NNP)	  
and	   	   in	   non-­‐neoplastic	   reactive	   mesothelial	   proliferation	   due	   to	   pneumothorax	  
(PTHX)	   tissue	   samples.	   The	   test	   indicates	   a	   statistically	   difference	   in	   S2	   mRNA	  
expression	  levels	  (P-­‐value	  of	  0,0001).	  	  S2	  mRNA	  levels	  are	  downregulated	  in	  DB	  and	  
MPM	  tissue	  samples	  compared	  to	  NNP	  and	  PTHX.	  The	  black	  horizontal	  line	  indicates	  
the	  median	  of	  either	  MPM	  or	  NNP;	  data	  were	  normalized	  with	  GAPDH.	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7.	  Discussion	  
	  
The	  aims	  of	   thys	  study	  were	  to	  see	   if	   it	  was	  possible	   to	  analyze	  epigenetic	  mechanisms	  
like	  DNA	  methylation	  in	  malignant	  pleural	  mesothelioma	  (MPM.	  
Many	   articles	   have	   reported	   that	   miRNAs	   are	   often	   involved	   in	   the	   progression	   of	  
tumours	   due	   to	   aberrant	   methylation	   of	   their	   own	   promoters	   or	   their	   host	   gene	  
promoters.	  	  
The	  Laboratory	  of	  Molecular	  Pathology	  at	  the	  Department	  of	  Pathology	  of	  Rigshospitalet	  
Copenhagen	  University	  hospital	  has	  recently	  identified	  deregulated	  expression	  of	  a	  group	  
of	   miRNAs	   that	   may	   have	   a	   pathogenetic	   role	   and	   have	   diagnostic	   potential	   in	   MPM	  
(169).	   Among	   them,	   the	   cancer-­‐related	   miR-­‐126	   has	   been	   found	   significantly	  
downregulated	  in	  MPM	  as	  compared	  to	  nonneoplastic	  pleura.	  	  
Interestingly,	  the	  miR-­‐126	  is	  located	  within	  intron	  7	  of	  the	  proangiogenic	  EGFL7	  gene	  that	  
is	  highly	  expressed	  in	  endothelial	  cells	  and	  vascularized	  tissues.	  MiR-­‐126	  acts	  as	  a	  tumor	  
suppressor	   gene	   in	   certain	   types	   of	   cancers	   	   while	   other	   reports	   have	   described	   an	  
oncogenic	  role	  (186,187,200-­‐206).	  These	  findings	  suggest	  that	  miR-­‐126	  may	  have	  several	  
functions	  specific	  to	  different	  types	  of	  malignancy.	  	  
Mature	  miR-­‐126	   can	   be	   generated	   from	   three	   different	   transcripts	   of	  EGFL7	  with	   each	  
one	  having	   its	   own	  promoter	  with	  CpG	   island.	   Previous	   studies	   have	   shown	  expression	  
correlation	   between	   the	   miR-­‐126	   and	   its	   host	   gene	   in	   certain	   cancer	   types	   (176,200).	  
Therefore,	  we	  have	  decided	  to	  study	  methylation	  status	  and	  expression	  pattern	  of	  miR-­‐
126	   and	   its	   host	   gene	   EGFL7	   to	   understand	   their	   possible	   reciprocal	   mechanism	   of	  
regulation	  in	  MPM.	  	  
In	  the	  first	  part	  of	  work	  I	  focused	  on	  the	  analysis	  of	  DNA	  methylation	  status	  within	  the	  S2	  
(an	  alternative	  transcript	  of	  EGFL7)	  CpG	  island	  promoter	  by	  MSP	  and	  the	  results	  show	  a	  
possible	  correlation	  between	  methylated	  status	  of	  this	  region	  and	  the	  type	  of	  samples.	  
Indeed,	   the	  S2	  CpG	   island	  promoter	  of	  MPM	  and	  DB	  samples	   containing	  mesothelioma	  
tumor	   tissue	   appears	   to	   be	   more	   methylated	   compared	   to	   NNP	   and	   PTHX	   samples	  
containing	  nonneplastic	  tissue.	  
This	   situation	  was	   also	   observed	  with	   pyrosequencing-­‐based	   analysis	   of	   the	   CpG	   island	  
around	  miR-­‐126;	  also	  here	  the	  methylation	  degree	  of	  MPM	  was	  higher	  compared	  to	  NNP	  
paired	  samples.	  
	  I	   also	   examined	   the	   expression	   pattern	   of	   miR-­‐126	   and	   S2	   transcript	   by	   real-­‐time	  
quantitative	  RT-­‐PCR	  (RT-­‐qPCR)	  	  to	  correlate	  the	  expression	  of	  miR-­‐126	  with	  that	  of	  the	  S2	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in	   patient-­‐matched	   preoperative	   DB	   and	   surgical	   tissue	   specimens	   of	   MPM	   as	   well	   as	  
corresponding	  NNP	  and	  in	  indipendent	  non-­‐neoplastic	  reactive	  mesothelial	  proliferations	  
due	  to	  pneumothorax.	  	  
After	  using	  different	  statistical	  analyses,	  miR-­‐126	  and	  the	  S2	  alternative	  transcript	  of	   its	  
host	  gene	  EGFL7	  appeared	  downregulated	  in	  DB	  and	  in	  MPM	  samples	  compared	  to	  NNP	  
and	  PTHX	  samples.	  	  
These	  results	  indicate:	  1)	  that	  in	  MPM	  the	  primary	  transcript	  of	  miR-­‐126	  is	  located	  in	  an	  
alternative	  transcript	  of	  EGFL7	  (S2)	  with	  a	  CpG	  island	  	  promoter;	  2)	  that	  both	  miR-­‐126	  and	  
S2	  are	  concomitantly	  downregulated	  in	  MPM;	  3)	  that	  they	  may	  be	  co-­‐expressed	  in	  MPM	  
and	  that	  this	  could	  be	  due	  to	  regulation	  by	  DNA	  methylation	  of	  the	  CpG	  islands	  in	  the	  S2	  
promoter,	  like	  some	  articles	  have	  already	  showed	  in	  certain	  other	  cancer	  types	  (176,200).	  
Thus,	   the	   fact	   that	   MPM	   and	   DB	   samples	   have	   a	   greater	   level	   of	   S2	   and	   miR-­‐126	  
methylation	  than	  NNP	  and	  PTHX	  samples	  suggests	  that	  mRNA	  and	  miRNA	  expression	  can	  
be	  controlled	  by	  epigenetic	  mechanisms	  in	  this	  cancer	  type.	  
MiR-­‐126	  acts	  as	  tumor	  suppressor	  in	  many	  tumoral	  processes	  compared	  to	  EGFL7	  that	  is	  
often	   considered	   an	  oncogene	  but	   in	  MPM	   their	   deregulation	   could	   somehow	  have	   an	  
important	   role	   in	   maintaining	   vascular	   integrity	   and	   driving	   angiogenesis	   in	   order	   to	  
stabilize	  the	  cellular	  environment	  around	  the	  tumor	  (171,	  178,	  181).	  Further	  studies	  are	  
needed	  to	  clarify	  the	  pathogenetic	  role	  of	  EGFL7	  and	  miR-­‐126	  deregulation	  in	  MPM.	  
This	   work	   has	   improved	   our	   understanding	   of	   the	   mechanism	   by	   which	   miR-­‐126	   and	  
EGFL7	  are	  regulated	  in	  MPM	  and	  it	  would	  be	  interesting	  in	  the	  future	  to	  analyze	  histone	  
modifications	   in	   chromatin	   structure	   to	   confirm	   the	   importance	   of	   epigenetic	  
mechanisms	   regulating	   miRNAs	   expression	   in	   MPM.	   This	   could	   also	   pave	   the	   way	   to	  
better	   treatment	   strategies	   against	   this	   dismal	   disease,	   aimed	   at	   reestablishing	   the	  
expression	   of	   tumor	   suppressor	   miRNAs	   such	   as	   miR-­‐126,	   through	   the	   usage	   of	  
methylation-­‐inhibitors	  and	  other	  epigenetic	  modulators.	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Figure	  legends	  
	  
Fig.	  1	  A	  multiple	  ferruginous	  bodies	  with	  inflammatory	  	  reaction.	  
Reference	  47	  
	  
Fig.	  2	  A	  hypothetical	  model	  of	  MPM	  pathogenesis.	  
Reference	  19	  
	  
Fig.	  3	  Pathophysiology	  of	  mesothelioma.	  
My	  picture	  
	  
Fig.	  4	  Molecular	  pathways	  altered	  by	  SV40	  infection.	  
Reference	  59	  
	  
Fig.	   5	  MPM:	   epithelioid	   type	   (A),	   sarcomatoid	   type	   (B),	   biphasic	   type	   (C),	   desmoplastic	  
type	  (D).	  
Reference	  47	  
	  
Fig.	  6	  International	  Mesothelioma	  Interest	  Group	  Staging	  System	  for	  MPM.	  
http://www.physicianspractice.com/lung-­‐cancer/diffuse-­‐malignant-­‐mesothelioma-­‐
pleural-­‐space-­‐and-­‐its-­‐management.	  
	  
Fig.	  7	  Normal	  condition	  of	  pleura	  (A).	  Under	  abnormal	  conditions,	   like	  malignancies,	  the	  
pleural	  space	  can	  be	  filled	  with	  up	  to	  several	  liters	  of	  fluid	  (B).	  
http://medicdaily.co/combination-­‐therapy-­‐provides-­‐hope-­‐for-­‐mesothelioma-­‐patients/	  
	  
Fig.	  8	  Genomic	  locations	  of	  miRNAs.	  miRNAs	  may	  be	  located	  in	  almost	  any	  region	  of	  the	  
genome.	  They	  may	  be	  grouped	  into	  clusters	  or	  situated	  alone.	  	  
A,	  an	  intergenic	  miRNA	  may	  be	  located	  many	  kb	  away	  from	  coding	  genes	  and	  transcribed	  
as	  a	  pri-­‐miRNA,	  such	  as	  in	  miR-­‐203.	  	  
B,	  polycistronic	  miRNAs	  may	  be	  grouped	   into	  a	   cluster	   and	   transcribed	  as	  a	  pri-­‐miRNA,	  
which	  yields	  several	  miRNAs.	  This	  occurs	  with	  the	  miR-­‐431~136	  cluster.	  	  
C,	   intronic	  miRNAs	  are	  located	  in	  canonical	  genes	  and	  are	  part	  of	  an	  intron.	  The	  mature	  
miRNA	  may	  be	  processed	  from	  the	  intron	  of	  the	  host	  gene	  
transcript.	   This	   occurs	   when	   miR-­‐126	   is	   processed	   from	   the	   EGFL7	   transcript.	   Arrow,	  
transcription	  start	  site;	  rectangle,	  exon;	  hairpin,	  pre-­‐miRNA.	  
My	  picture	  
	  
Fig.	  9	  miRNA	  biogenesis.	  MiRNAs	  are	  transcribed	  by	  RNA	  polymerase	  II	  as	  long	  precursors	  
(pri-­‐miRNA).	  Precursors	  are	  processed	  twice,	  once	  in	  the	  nucleous	  by	  the	  Drosha	  enzyme	  
that	   gives	   rise	   to	   the	   pre-­‐miRNA,	   and	   finally	   in	   the	   cytoplasm	   by	   the	   Dicer	   enzyme	   in	  
order	  to	  obtain	  the	  short	  duplex	  microRNA	  molecule.	  One	  of	  the	  two	  strands	  of	  the	  miR	  
duplex	   is	   loaded	   in	   the	  multiprotein	   RISC	   complex	   and	   is	   able	   to	   recognize	   the	   target	  
sequence.	  
http://www.ncbi.nlm.nih.gov/pubmed/19800023	  
	  
Fig.	  10	  MiRNAs	  can	  function	  as	  tumour	  suppressors	  and	  oncogenes.	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Fig.	  11	  Tukey-­‐boxplots	  of	  miR-­‐126	  (A),	  miR-­‐143	  (B),	  miR-­‐145	  (C),	  and	  miR-­‐652	  (F)	  levels	  in	  
tissue	  samples	  of	  diagnostic	  biopsies	  (DB),	  malignant	  pleural	  mesothelioma	  (MPM),	  non-­‐
neoplastic	   pleura	   (NNP)	   and	   reactive	   mesothelial	   proliferation	   after	   pneumothorax	  
(PTHX).	   Plots	   are	   based	   on	   real-­‐time	   qPCR	   data.	   The	   box	   delimits	   the	   25th	   and	   75th	  
	   89	  
percentiles.	   Horizontal	   lines	   inside	   the	   boxes	  mark	   the	  median.	   Vertical	   lines	  mark	   the	  
interval	  between	  10th	  and	  90th	  percentiles.	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Fig.	   12	   Domain	   organization	   of	   EGFL7.	   The	   modular	   assembly	   of	   EGFL7's	   domains	   is	  
conserved	   among	   vertebrate	   species.	   The	   EGFL7	   orthologue	   CG7447	   in	   Drosophila	  
melanogaster	  shares	  the	  same	  overall	  structure	  but	  differs	  in	  total	  length.	  
Reference	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Fig.	  13	  Localization	  of	  miR-­‐126/miR-­‐126*	  within	  the	  primary	  human	  EGFL7	  transcript.	  This	  
is	   a	   schematic	   representation	   of	   three	   alternative	   primary	   human	   EGFL7	   transcripts,	  
which	  initiate	  from	  separate	  promoters	  but	  contain	  the	  same	  open	  reading	  frame.	  Non-­‐
coding	   exons	   are	   indicated	   in	   uncolored	   boxes,	   coding	   exons	   in	   colored	   ones.	  miR-­‐126	  
and	  miR-­‐126*	  are	  localized	  within	  intron	  7	  of	  EGFL7	  in	  all	  vertebrates.	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Fig.	   14	  Model	   depicting	   the	   role	   of	   EGFL7	   in	   angiogenesis.	   (A-­‐B)	   EGFL7	   is	   a	   secreted	  
protein	  that	  is	  expressed	  by	  endothelial	  cells,	  including	  the	  stalk	  and	  tip	  cells	  of	  sprouting	  
vessels.	  Once	  secreted,	  EGFL7	  binds	  to	  the	  ECM	  and	  shows	  overlapping	  expression	  with	  
fibronectin	  and	  collagen	  type	  IV.	  (A)	  EGFL7	  controls	  endothelial	  cell	  sprouting,	  migration,	  
and	   proliferation.	   (B).	   EGFL7	   also	   signals	   to	   the	   ECM	   and	   modulates	   its	   rigidity	   by	  
inhibiting	  lysyl	  oxidase	  (LOX)–mediated	  conversion	  of	  tropoelastin	  into	  elastin.	  
Reference	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Fig.	  15	  Model	  describing	  the	  putative	  role	  of	  EGFL7	  in	  Notch	  signaling.	  EGFL7	  antagonizes	  
Notch/ligand	  interaction	  by	  either	  binding	  to	  the	  receptor	  or	  its	  corresponding	  ligand	  and	  
inhibits	  target	  gene	  expression	  
Reference	  182	  
	  
Fig.	   16	   Putative	   Model	   of	   miR-­‐126	   function	   in	   endothelial	   cells.	   MiR-­‐126	   represses	  
SPRED1	  and	  PIK3R2,	  which	  negatively	  regulate	  VEGF	  signaling	  (and	  possibly	  other	  growth	  
factor	   signaling	   pathways)	   via	   the	   MAP	   kinase	   and	   PI3	   kinase	   pathways,	   respectively.	  
Thus,	  miR-­‐126	  promotes	  VEGF	  signaling,	  angiogenesis	  and	  vascular	  integrity	  by	  inhibiting	  
protein	  production	  of	  endogenous	  VEGF	  repressors	  within	  endothelial	  cells.	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Fig.	  17	  Putative	  effects	  of	  miR-­‐126/miR-­‐126*	  on	  the	  progression	  of	  cancer.	  (A)	  High	  levels	  
of	   miR-­‐126/miR-­‐126*	   drive	   proper	   vessel	   formation	   by	  modulation	   of	   the	   response	   of	  
endothelial	  cells	  to	  vascular	  growth	  factors	  and	  restriction	  of	  leukocyte	  adhesion.	  (B)	  Loss	  
of	   the	   tumor-­‐suppressor	   miR-­‐126/miR-­‐126*	   during	   cancer	   progression	   may	   result	   in	  
elevated	   tumor	   cell	   proliferation,	   migration,	   and	   survival,	   enhanced	   formation	   of	  
metastasis	   and	  an	   increase	   in	   leukocyte	   adhesion	   followed	  by	   their	   infiltration	   into	   the	  
vascular	  wall.	  Further,	  loss	  of	  miR-­‐126/miR-­‐126*	  might	  disturb	  vascular	  integrity,	  leading	  
to	  a	  disorganized	  and	  abnormal	  tumor	  vasculature.	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Fig.	  18	  The	  surface	  tension	  is	  used	  to	  maintain	  the	  liquid	  sample	  on	  the	  column	  while	  the	  
measurement	   is	  made.	  This	   is	   achieved	  by	  pipetting	   the	   sample	  directly	  on	   the	  base	  of	  
measurement.	  The	  measurement	  is	  revealed	  thanks	  to	  two	  optical	  fibers	  in	  less	  than	  10	  
seconds	  and	  the	  spectrum	  and	  its	  analysis	  are	  displayed	  on	  the	  PC	  screen.	  
http://www.isogen-­‐lifescience.com/nanodrop-­‐2000c	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Fig.	   19	   Treatment	   of	   genomic	   DNA	   with	   sodium	   bisulfite	   deaminates	   unmethylated	  
cytosine	   residues	   to	   uracil	   while	   5-­‐methylcytosine	   (in	   red)	   remains	   unaffected.	   After	  
bisulfite	  conversion	  the	  newly	   inserted	  sequence	  differences	  can	  be	  analyzed	  by	  several	  
different	  methods.	  
http://en.wikipedia.org/wiki/Bisulfite_sequencing	  
	  
Fig.	  20	  Epitect	  Converstion	  Procedure	  
Epitect	  Bisulfite	  Handbook	  2009	  
	  
Fig.	   22	   Three	   transcription	   start	   site	   were	   found	   (S1,	   S2,	   S3).	   Mir-­‐126	   (arrowhead)	   is	  
embedded	  within	  intron	  7	  of	  the	  EGFL7	  gene.	  The	  bent	  arrow	  indicate	  transciption	  start	  
site	  of	  S2	  and	  S3,	  whereas	  the	  dotted	  bent	  arrow	  indicates	  the	  full	  length	  start	  site	  (S1).	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Fig.	  23	  The	  priciple	  of	  Pyrosequencing.	  	  
http://www.clinchem.org/content/55/5/856/F1.expansion	  
	  
Fig.	   24	   An	   example	   of	   a	   DNA	   sequence	   and	   its	   conversion	   by	   bisulfite	   treatment	   and	  
further	   amplification	  by	   PCR.	   By	   Pyrosequencing	   analysis,	   unmethylated	  Cyeosine	   (C)	   is	  
measured	  as	  the	  relative	  content	  of	  T	  at	   the	  CpG	  site,	  and	  methylated	  Cystosine	  (mC)	   is	  
measure	  as	  relative	  content	  of	  C	  at	  the	  CpG	  site.	  
http://www.ncbi.nlm.nih.gov/pubmed/17185754	  
	  
Fig.	  25	  Outline	  of	  the	  different	  steps	  of	  the	  pyrosequencing	  procedure.	  A	  target	  region	  is	  
amplified	   with	   one	   of	   the	   two	   primers	   being	   biotinylated.	   The	   biotinylated	   strand	   is	  
captured	  on	   streptavidin-­‐coated	   sepharose	  beads	  which	  are	   retained	  on	   the	   filter	  plate	  
while	  the	  non-­‐biotinylated	  strand	  is	  washed	  off	  under	  denaturing	  conditions.	  In	  the	  end	  a	  
sequencing	  primer	  is	  annealed	  to	  the	  template	  strand	  for	  the	  pyrosequencing	  reaction.	  
http://www.ncbi.nlm.nih.gov/pubmed/18987816	  
	  
Fig.	  26	  PyroMark	  Q24	  Vacuum	  Workstation.	  
PyroMark	  Q24	  CpG	  LINE-­‐1	  Handbook	  
	  
Fig.	  27	  Vacuum	  tool	  raised	  to	  beyond	  90°	  vertical.	  
PyroMark	  Q24	  CpG	  LINE-­‐1	  Handbook	  
	  
Fig.28	  Rapresentation	  of	  melting	  curve	  	  with	  a	  only	  amplicon	  
My	  picture	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	   91	  
References	  
	  
1.	  Mutsaers	  SE.	  The	  mesothelial	  cell.	  Int	  J	  Biochem	  Cell	  Biol.	  2004;36:9–16.	  
2.	   Yung	   S,	   Li	   FK,	   Chan	   TM.	   Peritoneal	  Mesothelial	   cell	   culture	   and	   biology	   Techological	  
advanced	  in	  peritoneal	  dialysis	  research.	  Perit	  Dial	  int	  2006;26(2):162-­‐73.	  
3.	   Mutsaers	   SE.	   Mesothelial	   cells:	   Their	   structure,	   function	   and	   role	   in	   serosal	   repair.	  	  	  
Respirology	  (2002)	  7,	  171–191.	  
4.	   Jaurand	   MC,	   Fleury-­‐feith	   J.	   Pathogenesis	   of	   malignant	   pleural	   mesothelioma.	  
Respirology	  2005;10:2-­‐8.	  
5.	  Bloom	  W,	  Fawcett	  DW	  (eds).	  A	  Textbook	  of	  Histology.WB	  Saunders,	  Philadelphia,	  1975.	  
6.	   Andrews	   PM,	   Porter	   KR.	   The	   ultrastructural	   morphology	   and	   possible	   functional	  
significance	  of	  mesothelial	  microvilli.	  Anat.	  Rec.	  1973;	  177:	  409–26.	  
7.	   Cunliffe	   WJ,	   Sugarbaker	   PH.	   Gastrointestinal	   malingnancy:	   Rationale	   for	   adjuvant	  
therapy	  	  using	  early	  postoperative	  intraperitoneal	  chemotherapy.	  British	  J	  	  Surg.	  ANNALS	  
OF	  SURGERY	  Vol.	  228,	  No.	  3,	  347-­‐354.	  1998.	  
8.	   Liu	  W,	   Ernst	   JD,	   Broaddus	  VC.	   Phagocytosis	   of	   crocidolite	   asbestos	   induces	   oxidative	  	  	  
stress,	   DNA	   damage,	   and	   apoptosis	   in	   mesothelial	   cells.	   Am	   J	   Respir	   	   Cell	   Mol	   Biol	  	  
2000;23:371-­‐8.	  
9.	  Michailova,	  K.	  &	  Usunoff,	  K.	  in	  Serosal	  Membranes	  (Pleura,	  Pericardium,	  Peritoneum):	  
Normal	   Structure,	   Development	   and	   Experimental	   Pathology	   (eds	   FF.	   Beck	  &	   B.	   Christ)	  
(Springer,	  2005).	  
10.	   Widmaier,	   E.,	   Raff,	   H.	   &	   Strang,	   K.	   McGrew-­‐Hill.	   Vander’s	   Human	   Physiology:	   The	  
mechanisms	  of	  Body	  Function	  pag.	  120-­‐124.	  
11.	  Murthy,	  S.	  C.,	  Raja,	  S.	  &	  Mason,	  D.	  P.	  Optimizing	  control	  of	  the	  pleural	  space.	  Semin	  
Thorac	  Cardiovasc	  Surg	  24,	  37-­‐41,	  (2012).	  
12.	  Cagle,	  P.	  T.	  &	  Allen,	  T.	  C.	  Pathology	  of	   the	  pleura:	  what	  the	  pulmonologists	  need	  to	  
know.	  Respirology	  16,	  430-­‐438,	  (2011).	  
13.	  Suzuki,	  Y.	  Pathology	  of	  human	  malignant	  mesothelioma-­‐-­‐preliminary	  analysis	  of	  1,517	  
mesothelioma	  cases.	  Ind	  Health	  39,	  183-­‐185,	  (2001).	  
14.	  Chen,	  S.	  E.	  &	  Pace,	  M.	  B.	  Malignant	  pleural	  mesothelioma.	  Am	  J	  Health	  Syst	  Pharm	  69,	  
377-­‐385,	  (2012).	  
15.	  Robinson,	  B.	  W.,	  Musk,	  A.	  W.	  &	  Lake,	  R.	  A.	  Malignant	  mesothelioma.	  Lancet	  366,	  397-­‐
408,	  (2005).	  
16.	   Chekol,	   S.	   S.	   &	   Sun,	   C.	   C.	   Malignant	   mesothelioma	   of	   the	   tunica	   vaginalis	   testis:	  
diagnostic	  studies	  and	  differential	  diagnosis.	  Arch	  Pathol	  Lab	  	  2012	  Jan;136(1):113-­‐7.	  
17.	  Carbone,	  M.,	  et	  al.	  Simian	  virus-­‐40	  large-­‐	  T	  antigen	  binds	  p53	  in	  human	  mesothelioma.	  	  
Nature	  Medicine,	  1997.	  3(8):	  908-­‐12.	  
18.	  Gazdar,	  A.F.	  and	  Carbone	  M.	  Molecular	  pathogenesis	  of	  malignant	  mesothelioma	  and	  
it	  relationship	  to	  simian	  virus	  40.	  Clin	  Lung	  Cancer,	  2003.	  5(3):	  177-­‐81.	  
19.	  Yang,	  H.,	  J.R.	  Testa,	  and	  M.Carbone,	  Mesothelioma	  epidemiology,	  carcinogenesis,	  and	  
pathogenesis.	  Curr	  Treat	  Options	  Oncol,	  2008.	  9	  (2-­‐3):	  p.	  147-­‐57.	  
20.	   Safe	  Work	   Australia.	  Mesothelioma	   in	   Australia:	   Incidence	   1982	   to	   2008,	  Mortality	  
1997	  to	  	  2007.	  Canberra:	  Safe	  Work	  Australia.	  2012.	  
21.	   Surveillance	   Research	   Program	   of	   the	   National	   Cancer	   Institute.	   Cancer	   statistics	  
review	  1975-­‐2009.	  Washington:	  National	  Cancer	  Institute.	  2009.	  
22.	  Marinaccio	  A,	  Binazzi	  A,	  Marzio	  DD,	  et	  al.	  Pleural	  malignant	  mesothelioma	  epidemic:	  
incidence,	   modalities	   of	   asbestos	   exposure	   and	   occupations	   involved	   from	   the	   Italian	  
National	  Register.	  Int	  J	  Cancer	  2012;130:2146-­‐54.	  
	   92	  
23.	   Regional	   differences	   in	   incidence	   of	   malignant	   mesothelioma	   in	   Denmark;	   Ellen	  
Skammeritz,	   Øyvind	   Omland,	   Johnni	   Hansen	   &	   Jens	   Peter	   Johansen.	   Danish	   Medical	  
Journal	  March	  2013.	  
24.	  Pass,	  H.	   I.,	  Vogelzang,	  N.	   T.	  &	  Hahn,	   S.	  M.	  Benign	  and	  malignant	  mesothelioma.	   In:	  
DeVita	  VT,	  Hellman	  S,	  Rosenberg	  SA,	  eds.	  Cancer:	  principles	  and	  practice	  of	  oncology.	  8th	  
ed.,	  (Lippincott,	  Williams	  &	  Wilkins,	  2008;	  1835-­‐62).	  
25.	  Chen,	  S.	  E.	  &	  Pace,	  M.	  B.	  Malignant	  pleural	  mesothelioma.	  Am	  J	  Health	  Syst	  Pharm	  69,	  
377-­‐385,	  (2012).	  
26.	  Carbone,M.	  and	  Haining	  Yang	  Molecular	  Pathways:	  Targeting	  Mechanism	  of	  asbestos	  
and	  Erionite	  Carcinogenesis	  in	  Mesothelioma	  Clin	  Cancer	  Res	  2012;	  18:598-­‐604.	  
27.	   National	   Cancer	   Institute.	   SEER	   cancer	   statistics	   review,	  
http://seer.cancer.gov/csr/1975_2008/.	  
28.	   Craighead,	   J.	   E.	   Epidemiology	   of	   mesothelioma	   and	   historical	   background.	   Recent	  
Results	  Cancer	  Res	  189,	  13-­‐25,	  (2011).	  
29.	  Wagner,	  J.	  C.,	  C.	  A.	  Sleggs,	  et	  al.	  (1960).	  "Diffuse	  pleural	  mesothelioma	  and	  asbestos	  
exposure	  in	  the	  North	  Western	  Cape	  Province."	  Br	  J	  Ind	  Med	  17:	  260-­‐271.	  
30.	  SELIKOFF,	  I.	  J.,	  CILURG,	  J.	  AND	  HAMMOND,	  E.	  C.(1965)	  New	  Engl.	  J.	  Med.,	  272,	  560	  
31.	   Kaufman,	   A.	   J.	   &	   Pass,	   H.	   I.	   Current	   concepts	   in	   malignant	   pleural	   mesothelioma.	  
Expert	  Rev	  Anticancer	  Ther	  8,	  293-­‐303,	  (2008).	  
32.	  Kao,	  S.	  C.	  et	  al.	  Malignant	  mesothelioma.	  Intern	  Med	  J	  40,	  742-­‐750,	  (2010).	  
33.	   Joshi,	   T.	   K.	   &	   Gupta,	   R.	   K.	   Asbestos-­‐related	  morbidity	   in	   India.	   Int	   J	   Occup	   Environ	  
Health	  9,	  249-­‐253	  (2003).	  	  
34.	  Pass,	  H.	   I.,	  Vogelzang,	  N.,	  Hahn,	   S.	  &	  Carbone,	  M.	  Malignant	  pleural	  mesothelioma.	  
Curr	  Probl	  Cancer	  28,	  93-­‐174,	  (2004).	  
35.	   Churg,	  A.,	   and	   L.	  DePaoli.	   1988.	   Clearance	  of	   chrysotile	   asbestos	   from	  human	   lung.	  
Exp	  Lung	  Res	  14:	  567-­‐74.	  
36.	   Boutin,	   C.,	   P.	   Dumortier,	   F.	   Rey,	   J.	   R.	   Viallat,	   and	   P.	   De	   Vuyst.	   1996.	   Black	   spots	  
concentrate	   oncogenic	   asbestos	   fibers	   in	   the	   parietal	   pleura.	   Thoracoscopic	   and	  
mineralogic	  study.	  Am	  J	  Respir	  Crit	  Care	  Med	  153:	  444-­‐9.	  
37.	  Mossman,	  B.	  T.,	   and	  A.	  Churg.	  1998.	  Mechanisms	   in	   the	  pathogenesis	  of	  asbestosis	  
and	  silicosis.	  Am	  J	  Respir	  Crit	  Care	  Med	  157:	  1666-­‐80.	  
38.	   Boutin	   C	   and	   Rey	   F.	   1993.	   Thoracoscopy	   in	   pleural	   malignant	   mesothelioma:	   a	  
prospective	  study	  of	  188	  consecutive	  patients.	  Part	  1:	  Diagnosis.	  Cancer,	  72:389-­‐393.	  
39.	  Pott	  F,	  Ziem	  U,	  Reiffer	  FJ,	  Huth	  F,	  Ernst	  H,	  Mohr	  U.	  1987.	  Carcinogenicity	  studies	  on	  
fibres,	  metal	  compounds,	  and	  some	  other	  dusts	  in	  rats.	  Experimental	  Pathology,	  32:129-­‐
152.	  
40.	   Sebastien	  P,	   Janson	  X,	  Gaudichet	  A,	  Hirsch	  A,	  Bignon	   J.	   1980.	  Asbestos	   retention	   in	  
human	   respiratory	   tissues:	   comparative	   measurements	   in	   lung	   parenchyma	   and	   in	  
parietal	  pleura.	  IARC	  scientific	  publications,	  (30):237-­‐246.	  
41.	  Sebastien,	  P.,	   Janson,	  X.,	  Gaudichet,	  A.,	  Hirsch,	  A.	  &	  Bignon,	  J.	  Asbestos	  retention	   in	  
human	   respiratory	   tissues:	   comparative	   measurements	   in	   lung	   parenchyma	   and	   in	  
parietal	  pleura.	  IARC	  Sci	  Publ,	  237-­‐246	  (1980).	  
42.	   Ault	   JG,	   Cole	   RW,	   Jensen	   CG,	   Jensen	   LC,	   Bachert	   LA,	   Rieder	   CL.	   1995.	   Behavior	   of	  
crocidolite	   asbestos	   during	   mitosis	   in	   living	   vertebrate	   lung	   epithelial	   cells.	   Cancer	  
Research,	  55:792-­‐798.	  
43.	  Zanella	  CL,	  Posada	   J,	  Tritton	  TR,	  Mossman	  BT.	  1996.	  Asbestos	  causes	   stimulation	  of	  
the	  extracellular	  signalregulated	  kinase	  1	  mitogen-­‐activated	  protein	  kinase	  cascade	  after	  
phosphorylation	   of	   the	   epidermal	   growth	   factor	   receptor.	   Cancer	   Research,	   56:5334-­‐
5338.	  
	   93	  
44.	  Heintz,	  N.	  H.,	  Janssen-­‐Heininger,	  Y.	  M.	  &	  Mossman,	  B.	  T.	  Asbestos,	  lung	  cancers,	  and	  
mesotheliomas:	   from	  molecular	  approaches	   to	   targeting	   tumor	  survival	  pathways.	  Am	  J	  
Respir	  Cell	  Mol	  Biol	  42,	  133-­‐139,	  (2010).	  
45.	  Ramos-­‐Nino,	  M.	  E.,	   Timblin,	  C.	  R.	  &	  Mossman,	  B.	  T.	  Mesothelial	   cell	   transformation	  
requires	  increased	  AP-­‐1	  binding	  activity	  and	  ERK-­‐dependent	  Fra-­‐1	  expression.	  Cancer	  Res	  
62,	  6065-­‐6069	  (2002).	  
46.	   Travis	   WD,	   Brambilla	   E,	   Müller-­‐Hermelink	   HK,	   et	   al.	   2004.	   WHO	   classification	   of	  
tumours.	  Pathology	  and	  genetics	  of	  tumours	  of	  the	  lung,	  pleura,	  thymus,	  and	  heart.	  WHO	  
classification	  of	  tumours.	   IARCPress,	   International	  Agency	  for	  Research	  on	  Cancer:	  Lyon,	  
France,	  128-­‐136.	  
47.	   Xu	   A,	   Zhou	   H,	   Yu	   DZ,	   Hei	   TK.	   2002.	  Mechanisms	   of	   the	   genotoxicity	   of	   crocidolite	  
asbestos	   in	   mammalian	   cells:	   implication	   from	   mutation	   patterns	   induced	   by	   reactive	  
oxygen	  species.	  Environmental	  Health	  Perspectives,	  110:1003-­‐1008.	  
48.	  Wu,	  W.	  S.	  The	  signaling	  mechanism	  of	  ROS	  in	  tumor	  progression.	  Cancer	  Metastasis	  
Rev	  25,	  695-­‐705,	  (2006).	  
49.	  Marczynski	  B,	  Czuppon	  AB,	  Marek	  W,	  Reichel	  G,	  Baur	  X.	  1994.	  Increased	  incidence	  of	  
DNA	  double-­‐strand	  breaks	  and	  anti-­‐ds	  DNA	  antibodies	  in	  blood	  of	  workers	  occupationally	  
exposed	  to	  asbestos.	  Human	  &Experimental	  Toxicology,	  13:3-­‐9.	  
50.	  Manning	  CB,	  Cummins	  AB,	   Jung	  MW,	  Berlanger	   I,	   Timblin	  CR,	  Palmer	  C,	   Taatjes	  DJ,	  
Hemenway	  D,	  Vacek	  P,	  Mossman	  BT.	  2002a.	  A	  mutant	  epidermal	  growth	  factor	  receptor	  
targeted	   to	   lung	   epithelium	   inhibits	   asbestosinduced	   proliferation	   and	   proto-­‐oncogene	  
expression.	  Cancer	  Research,	  62:4169-­‐4175.	  
51.	  Shukla	  A,	  Ramos-­‐Nino	  M,	  Mossman	  B.	  2003b.	  Cell	   signaling	  and	   transcription	   factor	  
activation	   by	   asbestos	   in	   lung	   injury	   and	   disease.	   The	   International	   Journal	   of	  
Biochemistry	  &	  Cell	  Biology,	  35:1198-­‐1209.	  
52.	   Haining	   Yang,	   Maurizio	   Bocchetta,	   [...],	   and	   Michele	   Carbone	   TNF-­‐alpha	   inhibits	  
asbestos-­‐induced	   cytotoxicity	   via	   a	   NF-­‐kappaB-­‐dependent	   pathway,	   a	   possible	  
mechanism	  for	  asbestos-­‐induced	  oncogenesis.	  2006	  Jul	  5;103(27):10397-­‐402.	  Epub	  2006	  
Jun	  23.	  
53.	  Haegens	  A,	  Barrett	  TF,	  Gell	  J,	  Shukla	  A,	  Macpherson	  M,	  Vacek	  P,	  Poynter	  ME,	  Butnor	  
KJ,	   Janssen-­‐Heininger	   YM,	   Steele	   C,	   Mossman	   BT.	   2007.	   Airway	   epithelial	   NF-­‐kappaB	  
activation	   modulates	   asbestos-­‐induced	   inflammation	   and	   mucin	   production	   in	   vivo.	  
Journal	  of	  Immunology,	  178:1800-­‐1808.	  
54.	  Klominek,	  J.,	  Baskin,	  B.	  &	  Hauzenberger,	  D.	  Platelet-­‐derived	  growth	  factor	  (PDGF)	  BB	  
acts	   as	   a	   chemoattractant	   for	   human	  malignant	  mesothelioma	   cells	   via	   PDGF	   receptor	  
beta-­‐integrin	  alpha3beta1	  interaction.	  Clin	  Exp	  Metastasis	  16,	  529-­‐539	  (1998).	  	  
55.	  Ramos-­‐Nino,	  M.	  E.	  et	  al.	  HGF	  mediates	  cell	  proliferation	  of	  human	  mesothelioma	  cells	  
through	  a	  PI3K/MEK5/Fra-­‐1	  pathway.	  Am	  J	  Respir	  Cell	  Mol	  Biol	  38,	  209-­‐217,	  (2008).	  
56.	   Bocchetta,	   M.,	   I.	   Di	   Resta,	   et	   al.	   (2000).	   "Human	   mesothelial	   cells	   are	   unusually	  
susceptible	  to	  simian	  virus	  40-­‐mediated	  transformation	  and	  asbestos	  cocarcinogenicity."	  
57.	   Butel,	   J.	   S.,	   and	   J.	   A.	   Lednicky.	   1999.	   Cell	   and	  molecular	   biology	  of	   simian	   virus	   40:	  
implications	  for	  human	  infections	  and	  disease.	  J	  Natl	  Cancer	  Inst	  91:	  119-­‐34.	  
58.	  Carbone,	  M.,	  S.	  Fisher,	  A.	  Powers,	  H.	   I.	  Pass,	  and	  P.	  Rizzo.	  1999.	  New	  molecular	  and	  
epidemiological	  issues	  in	  mesothelioma:	  role	  of	  SV40.	  J	  Cell	  Physiol	  180:	  167-­‐72.	  
59.	   M	  Carbone,	   H	   I	  Pass,	   L	  Miele	   and	   M	  Bocchetta.	   New	   developments	   about	   the	  
association	   of	   SV40	   with	   human	   mesothelioma.	   Oncogene	  (2003)	  22,	  5173–5180.	  
doi:10.1038/sj.onc.1206552	  
60.	   Broaddus,	   V.	   C.,	   L.	   Yang,	   et	   al.	   (1996).	   "Asbestos	   induces	   apoptosis	   of	   human	   and	  
rabbit	   pleural	   mesothelial	   cells	   via	   reactive	   oxygen	   species."	   J	   Clin	   Invest	   98(9):	   2050-­‐
2059.	  
	   94	  
61.	   Cacciotti,	   P.,	   D.	   Barbone,	   et	   al.	   (2005).	   "SV40-­‐dependent	   AKT	   activity	   drives	  
mesothelial	  cell	  transformation	  after	  asbestos	  exposure."	  Cancer	  Res	  65(12):	  5256-­‐5262.	  
62.	  Carbone,	  M.,	  H.	   I.	  Pass,	  P.	  Rizzo,	  M.	  Marinetti,	  M.	  Di	  Muzio,	  D.	  J.	  Mew,	  A.	  S.	  Levine,	  
and	   A.	   Procopio.	   1994.	   Simian	   virus	   40-­‐like	   DNA	   sequences	   in	   human	   pleural	  
mesothelioma.	  Oncogene	  9:	  1781-­‐90.	  
63.	   Manfredi,	   J.	   J.,	   J.	   Dong,	   et	   al.	   (2005).	   "Evidence	   against	   a	   role	   for	   SV40	   in	   human	  
mesothelioma."	  Cancer	  Res	  65(7):	  2602-­‐2609.	  
64.	  Lopez-­‐Rios,	  F.,	  P.	  B.	   Illei,	  et	  al.	   (2004).	  "Evidence	  against	  a	   role	   for	  SV40	   infection	   in	  
human	  mesotheliomas	   and	   high	   risk	   of	   false-­‐positive	   PCR	   results	   owing	   to	   presence	   of	  
SV40	  sequences	  in	  common	  laboratory	  plasmids."	  Lancet	  364(9440):	  1157-­‐1166.	  
65.	   Hirvonen,	   A.,	   K.	   Mattson,	   A.	   Karjalainen,	   T.	   Ollikainen,	   L.	   Tammilehto,	   T.	   Hovi,	   H.	  
Vainio,	   H.	   I.	   Pass,	   I.	   Di	   Resta,	   M.	   Carbone,	   and	   K.	   Linnainmaa.	   1999.	   Simian	   virus	   40	  
(SV40)-­‐like	  DNA	  sequences	  not	  detectable	  in	  finnish	  mesothelioma	  patients	  not	  exposed	  
to	  SV40-­‐contaminated	  polio	  vaccines.	  Mol	  Carcinog	  26:	  93-­‐9.	  
66.	  Pepper,	  C.,	  B.	   Jasani,	  H.	  Navabi,	  D.	  Wynford-­‐Thomas,	   and	  A.	  R.	  Gibbs.	   1996.	   Simian	  
virus	  40	   large	  T	  antigen	   (SV40LTAg)	  primer	   specific	  DNA	  amplification	   in	  human	  pleural	  
mesothelioma	  tissue.	  Thorax	  51:	  1074.	  
67.	  De	  Luca,	  A.,	  A.	  Baldi,	  V.	  Esposito,	  C.	  M.	  Howard,	  L.	  Bagella,	  P.	  Rizzo,	  M.	  Caputi,	  H.	   I.	  
Pass,	  G.	  G.	  Giordano,	   F.	   Baldi,	  M.	  Carbone,	   and	  A.	  Giordano.	   1997.	   The	   retinoblastoma	  
gene	   family	   pRb/p105,	   p107,	   pRb2/p130	   and	   simian	   virus-­‐40	   large	   T-­‐antigen	   in	   human	  
mesotheliomas.	  Nat	  Med	  3:	  913-­‐6.	  
68.	   Teta,	   M.	   J.,	   E.	   Lau,	   et	   al.	   (2007).	   "Therapeutic	   radiation	   for	   lymphoma:	   risk	   of	  
malignant	  mesothelioma."	  Cancer	  109(7):	  1432-­‐1438.	  
69.	   Carbone,	   M.,	   S.	   Emri,	   et	   al.	   (2007).	   "A	   mesothelioma	   epidemic	   in	   Cappadocia:	  
scientific	  developments	  and	  unexpected	  social	  outcomes."	  Nat	  Rev	  Cancer	  7(2):	  147-­‐154.	  
70.	  Zucali,	  P.	  A.,	  G.	  L.	  Ceresoli,	  et	  al.	  (2011).	  "Advances	  in	  the	  biology	  of	  malignant	  pleural	  
mesothelioma."	  Cancer	  Treat	  Rev.	  
71.	  Bjorkqvist	  AM,	  Tammilehto	  L,	  Anttila	  S,	  Mattson	  K,	  Knuutila	  S.	  1997.	  Recurrent	  DNA	  
copy	   number	   changes	   in	   1q,	   4q,	   6q,	   9p,	   13q,	   14q	   and	   22q	   detected	   by	   comparative	  
genomic	  hybridization	  in	  malignant	  mesothelioma.	  British	  Journal	  of	  Cancer,	  75:523-­‐527.	  
72.	  Bjorkqvist	  AM,	  Tammilehto	  L,	  Nordling	  S,	  Nurminen	  M,	  Anttila	  S,	  Mattson	  K,	  Knuutila	  
S.	   1998.	   Comparison	   of	   DNA	   copy	   number	   changes	   in	   malignant	   mesothelioma,	  
adenocarcinoma	  and	  large-­‐cell	  anaplastic	  carcinoma	  of	  the	  lung.	  British	  Journal	  of	  Cancer,	  
77:260-­‐269.	  
73.	   Ivanov	  SV,	  Miller	   J,	   Lucito	  R,	   Tang	  C,	   Ivanova	  AV,	  Pei	   J,	  Carbone	  M,	  Cruz	  C,	  Beck	  A,	  
Webb	  C,	  Nonaka	  D,	  Testa	  JR,	  Pass	  HI.	  2009.	  Genomic	  events	  associated	  with	  progression	  
of	  pleural	  malignant	  mesothelioma.	  International	  Journal	  of	  Cancer,	  124:589-­‐99.	  
74.	   Krismann	   M,	   Muller	   KM,	   Jaworska	   M,	   Johnen	   G.	   2002.	   Molecular	   cytogenetic	  
differences	  between	  histological	   subtypes	  of	  malignant	  mesotheliomas:	  DNA	   cytometry	  
and	  comparative	  genomic	  hybridization	  of	  90	  cases.	  The	   Journal	  of	  Pathology,	  197:363-­‐
371.	  
75.	  Taniguchi	  T,	  Karnan	  S,	  Fukui	  T,	  Yokoyama	  T,	  Tagawa	  H,	  Yokoi	  K,	  Ueda	  Y,	  Mitsudomi	  T,	  
Horio	  Y,	  Hida	  T,	  Yatabe	  Y,	  Seto	  M,	  Sekido	  Y.	  2007.	  Genomic	  profiling	  of	  malignant	  pleural	  
mesothelioma	  with	  array-­‐based	  comparative	  genomic	  hybridization	  shows	  frequent	  non-­‐
random	   chromosomal	   alteration	   regions	   including	   JUN	   amplification	   on	   1p32.	   Cancer	  
Science,	  98:438-­‐446.	  
76.	   Lechner	   JF,	   Tesfaigzi	   J,	  Gerwin	  BI.	   1997.	  Oncogenes	   and	   tumor-­‐suppressor	   genes	   in	  
mesothelioma-­‐a	  synopsis.	  Environmental	  Health	  Perspectives,	  105	  Suppl	  5:1061-­‐1067.	  
77.	  Toyooka	  S,	  Carbone	  M,	  Toyooka	  KO,	  Bocchetta	  M,	  Shivapurkar	  N,	  Minna	  JD,	  Gazdar	  
AF.	   2002.	   Progressive	   aberrant	   methylation	   of	   the	   RASSF1A	   gene	   in	   simian	   virus	   40	  
infected	  human	  mesothelial	  cells.	  Oncogene,	  21:4340-­‐4344.	  
	   95	  
78.	  De	  Rienzo	  A,	   Jhanwar	  SC,	  Testa	   JR.	  2000.	  Loss	  of	  heterozygosity	  analysis	  of	  13q	  and	  
14q	  in	  human	  malignant	  mesothelioma.	  Genes,	  Chromosomes	  &	  Cancer,	  28:337-­‐341.	  
79.	  De	  Rienzo	  A	  and	  Testa	  JR.	  2000.	  Recent	  advances	  in	  the	  molecular	  analysis	  of	  human	  
malignant	  mesothelioma.	  La	  Clinica	  terapeutica,	  151:433-­‐438.	  
80.	  Kratzke,	  R.	  A.	  et	  al.	   Immunohistochemical	  analysis	  of	   the	  p16INK4	  cyclin-­‐dependent	  
kinase	  inhibitor	  in	  malignant	  mesothelioma.	  J	  Natl	  Cancer	  Inst	  87,	  1870-­‐1875	  (1995).	  	  
81.	   Guled,	   M.	   et	   al.	   CDKN2A,	   NF2,	   and	   JUN	   are	   dysregulated	   among	   other	   genes	   by	  
miRNAs	  in	  malignant	  mesothelioma	  -­‐A	  miRNA	  microarray	  analysis.	  Genes	  Chromosomes	  
Cancer	  48,	  615-­‐623,	  (2009).	  
82.	   	  Bates,	  S.	  et	  al.	  p14ARF	   links	   the	   tumour	  suppressors	  RB	  and	  p53.	  Nature	  395,	  124-­‐
125,	  (1998).	  	  
83.	   	  Stott,	  F.	   J.	  et	  al.	  The	  alternative	  product	   from	  the	  human	  CDKN2A	   locus,	  p14(ARF),	  
participates	   in	  a	  regulatory	  feedback	   loop	  with	  p53	  and	  MDM2.	  EMBO	  J	  17,	  5001-­‐5014,	  
(1998).	  	  
84.	  	  Mor,	  O.	  et	  al.	  Absence	  of	  p53	  mutations	  in	  malignant	  mesotheliomas.	  Am	  J	  Respir	  Cell	  
Mol	  Biol	  16,	  9-­‐13	  (1997).	  
85	   	  Chiosea	  S,	  Krasinskas	  A,	  Cagle	  PT,	  Mitchell	  KA,	  Zander	  DS,	  Dacic	  S.	  2008.	  Diagnostic	  
importance	   of	   9p21	   homozygous	   deletion	   in	   malignant	   mesotheliomas.	   Modern	  
Pathology,	  21:742-­‐747.	  
86.	  Bott,	  M.	  et	  al.	  The	  nuclear	  deubiquitinase	  BAP1	   is	  commonly	   inactivated	  by	  somatic	  
mutations	  and	  3p21.1	  losses	  in	  malignant	  pleural	  mesothelioma.	  Nat	  Genet	  43,	  668-­‐672,	  
(2011).	  
87.	   Testa,	   J.	   R.	   et	   al.	  Germline	  BAP1	  mutations	  predispose	   to	  malignant	  mesothelioma.	  
Nat	  Genet	  43,	  1022-­‐1025,	  (2011).	  	  
88.	   Yoshikawa,	   Y.	   et	   al.	   Frequent	   inactivation	   of	   the	   BAP1	   gene	   in	   epithelioid-­‐type	  
malignant	  mesothelioma.	  Cancer	  Sci	  103,	  868-­‐874,	  (2012).	  
89.	  Papp	  T,	  Schipper	  H,	  Pemsel	  H,	  Bastrop	  R,	  Muller	  KM,	  Wiethege	  T,	  Weiss	  DG,	  Dopp	  E,	  
Schiffmann	  D,	  Rahman	  Q.	  2001.	  Mutational	  analysis	  of	  N-­‐ras,	  p53,	  p16INK4a,	  p14ARF	  and	  
CDK4	   genes	   in	   primary	   human	   malignant	   mesotheliomas.	   International	   Journal	   of	  
Oncology,	  18:425-­‐433.	  
90.	  Pylkkanen	  L,	  Sainio	  M,	  Ollikainen	  T,	  Mattson	  K,	  Nordling	  S,	  Carpen	  O,	  Linnainmaa	  K,	  
Husgafvel-­‐Pursiainen	   K.	   2002.	   Concurrent	   LOH	   at	   multiple	   loci	   in	   human	   malignant	  
mesothelioma	  with	  preferential	  loss	  of	  NF2	  gene	  region.	  Oncology	  Reports,	  9:955-­‐959.	  
91.	   Lim	   JY,	   Kim	  H,	   Kim	   YH,	   Kim	   SW,	  Huh	   PW,	   Lee	   KH,	   Jeun	   SS,	   Rha	  HK,	   Kang	   JK.	   2003.	  
Merlin	  suppresses	  the	  SRE-­‐dependent	  transcription	  by	  inhibiting	  the	  activation	  of	  Ras-­‐ERK	  
pathway.	  Biochemical	  and	  Biophysical	  Research	  Communications,	  302:238-­‐245.	  
92.	  	  Xiao	  GH,	  Gallagher	  R,	  Shetler	  J,	  Skele	  K,	  Altomare	  DA,	  Pestell	  RG,	  Jhanwar	  S,	  Testa	  JR.	  
2005.	  The	  NF2	  tumor	  suppressor	  gene	  product,	  merlin,	  inhibits	  cell	  proliferation	  and	  cell	  
cycle	   progression	   by	   repressing	   cyclin	   D1	   expression.	   Molecular	   and	   Cellular	   Biology,	  
25:2384-­‐2394.	  
93.	  Taniguchi	  T,	  Karnan	  S,	  Fukui	  T,	  Yokoyama	  T,	  Tagawa	  H,	  Yokoi	  K,	  Ueda	  Y,	  Mitsudomi	  T,	  
Horio	  Y,	  Hida	  T,	  Yatabe	  Y,	  Seto	  M,	  Sekido	  Y.	  2007.	  Genomic	  profiling	  of	  malignant	  pleural	  
mesothelioma	  with	  array-­‐based	  comparative	  genomic	  hybridization	  shows	  frequent	  non-­‐
random	   chromosomal	   alteration	   regions	   including	   JUN	   amplification	   on	   1p32.	   Cancer	  
Science,	  98:438-­‐446.	  
94.	  Patel	  MR,	  Jacobson	  BA,	  De	  A,	  Frizelle	  SP,	  Janne	  P,	  Thumma	  SC,	  Whitson	  BA,	  Farassati	  
F,	   Kratzke	   RA.	   2007.	   Ras	   pathway	   activation	   in	   malignant	   mesothelioma.	   Journal	   of	  
Thoracic	  Oncology,	  2:789-­‐795.	  
95.	  Moskal,	   T.	   L.,	   J.	   D.	   Urschel,	   T.	   M.	   Anderson,	   J.	   G.	   Antkowiak,	   and	   H.	   Takita.	   1998.	  
Malignant	  pleural	  mesothelioma:	  a	  problematic	  review.	  Surg	  Oncol	  7:	  5-­‐12.	  
	   96	  
96.	   Rusch	   VW.	   1995.	   A	   proposed	   new	   international	   TNM	   staging	   system	   for	  malignant	  
pleural	   mesothelioma.	   From	   the	   International	   Mesothelioma	   Interest	   Group.	   Chest	  
108:1122-­‐1128.	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  
97.	  Husain	  AN,	  Colby	  T,	  Ordonez	  N,	  Krausz	  T,	  Attanoos	  R,	  Beasley	  MB,	  Borczuk	  AC,	  Butnor	  
K,	   Cagle	   PT,	   Chirieac	   LR,	   Churg	  A,	  Dacic	   S,	   Fraire	  A,	  Galateau-­‐Salle	   F,	  Gibbs	  A,	  Gown	  A,	  
Hammar	   S,	   Litzky	   L,	   Marchevsky	   AM,	   Nicholson	   AG,	   Roggli	   V,	   Travis	   WD,	   Wick	   M;	  
International	   Mesothelioma	   Interest	   Group:	   Guidelines	   for	   pathologic	   diagnosis	   of	  
malignant	  mesothelioma:	  2012	  update	  of	  the	  consensus	  statement	  from	  the	  International	  
Mesothelioma	  Interest	  Group.	  Arch	  Lab	  Pat	  Med	  2013;137:647-­‐67.	  
98.	   Zimling	   ZG,	   Jorgensen	   A,	   Santoni-­‐Rugiu	   E.	   The	   diagnostic	   value	   of	  
immunohistochemically	   detected	   methylthioadenosine	   phosphorylase	   deficiency	   in	  
malignant	  pleural	  mesotheliomas.	  Histopathology	  2012;60:E96-­‐105;	  Shi	  M,	  Fraire	  AE,	  Chu	  
P,	   Cornejo	   K,	   Woda	   BA,	   Dresser	   K,	   Rock	   KL,	   Jiang	   Z.	   Oncofetal	   protein	   IMP3,	   a	   new	  
diagnostic	   biomarker	   to	   distinguish	  malignant	  mesothelioma	   from	   reactive	  mesothelial	  
proliferation.	  Am	  J	  Surg	  Pathol	  2011;35:878-­‐82.	  
99.	   Kortsik	   CS,	  Werner	   P,	   Freudenberg	  N,	   Virchow	   JC,Jr,	   Kroegel	   C,	   Pott	  M,	  Matthys	  H.	  
1995.Immunocytochemical	   characterization	   of	   malignant	   mesothelioma	   and	   carcinoma	  
metastatic	  to	  the	  pleura:	  IOB3-­‐	  -­‐a	  new	  tumor	  marker.	  Lung,	  173:79-­‐87.	  	  	  
100.	   King	   JE	   and	   Hasleton	   PS.	   2001.	   Immunohistochemistry	   and	   the	   diagnosis	   of	  
malignant	  mesothelioma.	  Histopathology,	  38:471-­‐476.	  
101.	   Abutaily	   AS,	   Addis	   BJ,	   Roche	  WR.	   2002.	   Immunohistochemistry	   in	   the	   distinction	  	  
between	  malignant	  mesothelioma	  and	  pulmonary	  adenocarcinoma:	  a	  critical	  evaluation	  
of	  new	  antibodies.	  Journal	  of	  Clinical	  Pathology,	  55:662-­‐668.	  
102.	   Marjorie	   G.	   Zauderer,	   MD	   and	   Lee	  M.	   Krug,	   MD.	   The	   Evolution	   of	   Multimodality	  
Therapy	  for	  Malignant	  Pleural	  Mesothelioma.	  Curr	  Treat	  Options	  Oncol.	  2011	  June	  ;	  12(2):	  
163–172.	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  	  
103.	   R.	   A.	   Stahel1,	   W.	   Weder2,	   Y.	   Lievens3	   &	   E.	   Felip.	   101	   Malignant	   pleural	  
mesothelioma:	  ESMO	  Clinical	  Practice	  Guidelines	  for	  diagnosis,	  treatment	  and	  follow-­‐up.	  
Annals	  of	  Oncology	  21	  (Supplement	  5):	  v126–v128,	  2010.	  
104.	  Nicholas	   J.	  Vogelzang,	   James	   J.	  Rusthoven,	   James	  Symanowski,	  Claude	  Denham,	  E.	  
Kaukel,	  Pierre	  Rufﬁe,	  Ulrich	  Gatzemeier,	  Michael	  Boyer,	  Salih	  Emri,	  Christian	  Manegold,	  
Clet	   Niyikiza,	   and	   Paolo	   Paoletti.	   Phase	   III	   Study	   of	   Pemetrexed	   in	   Combination	   With	  
Cisplatin	   Versus	   Cisplatin	   Alone	   in	   Patients	   With	   Malignant	   Pleural	   Mesothelioma.	  
JCO	  July	  15,	  2003	  vol.	  21	  no.	  14	  2636-­‐2644.	  
105.	   Hughes	   A,	   Calvert	   P,	   Azzabi	   A,	   Plummer	   R,	   Johnson	   R,	   Rusthoven	   J,	   Griffin	   M,	  
Fishwick	   K,	   Boddy	   AV,	   Verrill	   M,	   Calvert	   H.	   2002.	   Phase	   I	   clinical	   and	   pharmacokinetic	  
study	  of	   pemetrexed	   and	   carboplatin	   in	   patients	  with	  malignant	   pleural	  mesothelioma.	  
Journal	  of	  Clinical	  Oncology,	  20:3533-­‐3544.	  
106.	   Zimling	   ZG,	   Sørensen	   JB,	   Gerds	   TA,	   Bech	   C,	   Andersen	   CB,	   Santoni-­‐Rugiu	   E.:	   Low	  
ERCC1	   expression	   in	   malignant	   pleural	   mesotheliomas	   treated	   with	   cisplatin	   and	  
vinorelbine	  predicts	  prolonged	  progression-­‐free	  survival.	   J	  Thorac	  Oncol	  2012,	  7:249-­‐56;	  
Zimling	  ZG,	  Sørensen	  JB,	  Gerds	  TA,	  Bech	  C,	  Andersen	  CB,	  Santoni-­‐Rugiu	  E.:	  A	  biomarker	  
profile	   for	   predicting	   efficacy	   of	   cisplatin-­‐vinorelbine	   therapy	   in	   malignant	   pleural	  
mesothelioma.	  Cancer	  Chemoth	  Pharmacol	  2012,	  70:743-­‐54.	  	  
107.	   Rosalind	   C.	   Lee,	   Rhonda	   L.	   Feinbaum	   and	   Victor	   Ambros:	   The	   C.	   elegans	  
heterochronic	  Gene	   lin-­‐4	   encodes	   small	   RNAs	  with	   antiense	   complementarity	   to	   lin-­‐14.	  
Cell.	  Vol.75,	  843-­‐853	  December	  3	  1993.	  
108	  Rhoades	  MW,	  Reinhart	  BJ,	  Lim	  LP,	  Burge	  CB,	  Bartel	  B,	  Bartel	  DP.	  Prediction	  of	  plant	  
microRNA	  targets.	  Cell.	  110:	  513-­‐520	  (2002).	  
109.	  Bartel,	  D.	  P.	  (2004).	  MicroRNAs:	  genomics,	  biogenesis,	  mechanism,	  and	  function.	  Cell	  
116,	  281-­‐297.	  
	   97	  
110.	  Stark,	  A.,	  Brennecke,	   J.,	  Bushati,	  N.,	  Russell,	  R.	  B.,	  and	  Cohen,	  S.	  M.	   (2005).	  Animal	  
MicroRNAs	  confer	  robustness	  to	  gene	  expression	  and	  have	  a	  significant	  impact	  on	  3'UTR	  
evolution.	  Cell	  123,	  1133-­‐1146.	  
111.	  Zeng,	  Y.	   (2006).	  Principles	  of	  micro-­‐RNA	  production	  and	  maturation.	  Oncogene	  25,	  
6156-­‐6162.	  
112.	   Filipowiz	   W,	   Bhattacharrya	   SN,	   Sonenberg	   N.	   Mechanisms	   of	   post-­‐transcriptional	  
regulation	  by	  microRNAs:	  are	  the	  answers	  in	  sight?	  Nat	  Rev	  Genet.	  2008	  Feb;9(2):102-­‐14.	  
doi:	  10.1038/nrg2290.	  
113.	  He	  L,	  Hannon	  GJ.	  MicroRNAs:	  small	  RNAs	  with	  a	  big	  role	  in	  gene	  regulation.	  Nat	  Rev	  
Genet.	  2004	  Jul;5(7):522-­‐31.	  
114.	   Diederichs	   S,	   Haber	   DA.	   Dual	   role	   for	   argonautes	   in	   microRNA	   processing	   and	  
posttranscriptional	  regulation	  of	  microRNA	  expression.	  Cell	  2007;131(6):1097–108.	  
115.	   Schwarz	   DS,	   Hutvagner	   G,	   Du	   T,	   Xu	   Z,	   Aronin	   N,	   Zamore	   PD.	   Asymmetry	   in	   the	  
assembly	  of	  the	  RNAi	  enzyme	  complex.	  Cell	  2003;115(2):199–208.	  
116.	   Jin	   P,	   Zarnescu	   DC,	   Ceman	   S,	   Nakamoto	   M,	   Mowrey	   J,	   Jongens	   TA,	   et	   al.	  
Biochemicaland	  genetic	  interaction	  between	  the	  fragile	  X	  mental	  retardation	  protein	  and	  
the	  microRNA	  pathway.	  Nat	  Neurosci	  2004;7(2):113–7.	  
117.	  Liu	  J,	  Rivas	  FV,	  Wohlschlegel	  J,	  Yates	  3rd	  JR,	  Parker	  R,	  Hannon	  GJ.	  A	  role	  for	  the	  P-­‐
body	  component	  GW182	  in	  microRNA	  function.	  Nat	  Cell	  Biol	  2005;7(12):1261–6.	  
	  118.	   Eulalio	   A,	   Rehwinkel	   J,	   Stricker	   M,	   Huntzinger	   E,	   Yang	   SF,	   Doerks	   T,	   et	   al.	  
Targetspecific	   requirements	   for	   enhancers	   of	   decapping	   in	   miRNA-­‐mediated	   gene	  
silencing.	  Genes	  Dev	  2007;21(20):2558–70.	  
	  119.	   Humphreys	   DT,	   Westman	   BJ,	   Martin	   DI,	   Preiss	   T.	   MicroRNAs	   control	   translation	  
initiation	  by	   inhibiting	  eukaryotic	   initiation	   factor	  4E/cap	  and	  poly(A)	   tail	   function.	   Proc	  
Natl	  Acad	  Sci	  USA	  2005;102(47):16961–6.	  
120.	  Mathonnet	  G,	  Fabian	  MR,	  Svitkin	  YV,	  Parsyan	  A,	  Huck	  L,	  Murata	  T,	  et	  al.	  MicroRNA	  
inhibition	   of	   translation	   initiation	   in	   vitro	   by	   targeting	   the	   cap-­‐binding	   complex	   eIF4F.	  
Science	  2007;317(5845):1764–7.	  
121.	  Chendrimada	  TP,	  Finn	  KJ,	   Ji	  X,	  Baillat	  D,	  Gregory	  RI,	   Liebhaber	  SA,	  et	  al.	  MicroRNA	  
silencing	  through	  RISC	  recruitment	  of	  eIF6.	  Nature	  2007;447(7146):823–8.	  
	  122.	   Petersen	   CP,	   Bordeleau	  ME,	   Pelletier	   J,	   Sharp	   PA.	   Short	   RNAs	   repress	   translation	  
afterinitiation	  in	  mammalian	  cells.	  Mol	  Cell	  2006;21(4):533–42.	  
	  123.	  Wu	  L,	  Fan	  J,	  Belasco	  JG.	  MicroRNAs	  direct	  rapid	  deadenylation	  of	  mRNA.	  Proc	  Natl	  
Acad	  Sci	  USA	  2006;103(11):4034–9.	  
124.	   Aurora	   Esquela-­‐Kerscher	   and	   Frank	   J.	   Slack	  Oncomirs	  —	  microRNAs	  with	   a	   role	   in	  
cancer	  Nature	  reviews	  Cancer	  VOLUME	  6	  |	  APRIL	  2006	  |	  259.	  
125.	  Calin	  GA,	  Dumitru	  C,	  Shimizu	  M,	  et	  al.	  2002.	  Frequent	  deletions	  and	  down-­‐regulation	  
of	  micro-­‐RNA	  genes	  miR15	  and	  miR16	  at	   13q14	   in	   chronic	   lymphocytic	   leukemia.	   Proc.	  
Natl.	  Acad.	  Sc.USA99:15524–29.	  
126.	   Saito	   Y,	   Liang	   G,	   Egger	   G,	   et	   al.	   2006.	   Specific	   activation	   of	   microRNAs-­‐127	   with	  
downregulation	   of	   the	   proto-­‐oncogene	   BCL6	   by	   chromatin-­‐modifying	   drugs	   in	   human	  
cancer	  cells.	  Cancer	  Cell	  9:435–43.	  
127.	  Calin,	  G.	  A.	  et	  al.	  Frequent	  deletions	  and	  downregulation	  of	  micro-­‐RNA	  genes	  miR15	  
and	   miR16	   at	   13q14	   in	   chronic	   lymphocytic	   leukemia.	   Proc.	   Natl	   Acad.	   Sci.	   USA	   99,	  
15524–15529	  (2002).	  
128.	  Cimmino,	  A.	  et	  al.	  miR-­‐15	  and	  miR-­‐16	  induce	  apoptosis	  by	  targeting	  BCL2.	  Proc.	  Natl	  
Acad.	  Sci.	  USA	  102,	  13944–13949	  (2005).	  
129.	   Johnson	   SM,	   Grosshans	   H,	   Shingara	   J,	   et	   al.	   2005.	   RAS	   is	   regulated	   by	   the	   let-­‐7	  
microRNA	  family.	  Cell	  120:635–47.	  
130.	  Akao	  Y,	  Nakagawa	  Y,	  Naoe	  T.	  2006.	  let-­‐7	  microRNA	  functions	  as	  a	  potential	  growth	  
suppressor	  in	  human	  colon	  cancer	  cells.	  Biol.	  Pharm.	  Bull.	  29:903–6.	  
	   98	  
131.	  Lee	  YS,	  Dutta	  A.	  2007.	  The	  tumor	  suppressor	  microRNA	  let-­‐7	  represses	  the	  HMGA2	  
oncogene.	  Genes	  Dev.	  21:1025–30.	  
132.	  Sampson	  VB,	  Rong	  NH,	  Han	  J,	  et	  al.	  2007.	  MicroRNA	  let-­‐7a	  down-­‐regulates	  MYC	  and	  
reverts	  MYC	  induced	  growth	  in	  Burkitt	  lymphoma	  cells.	  Cancer	  Res.	  67:9762–70.	  
133.	   Pedersen-­‐Bjergaard	   J,	   Pedersen	   M,	   Roulston	   D,	   et	   al.	   1995.	   Different	   genetic	  
pathways	  in	  leukemogenesis	  for	  patients	  presenting	  with	  therapy-­‐related	  myelodysplasia	  
and	  therapy-­‐related	  acute	  myeloid	  leukemia.	  Blood	  86:3542–52.	  
134.	   Garzon	   R,	   Volinia	   S,	   Liu	   CG,	   et	   al.	   2008.	   MicroRNA	   signatures	   associated	   with	  
cytogenetics	  and	  prognosis	  in	  acute	  myeloid	  leukemia.	  Blood	  111:3183–89.	  
135.	   Mott	   JL,	   Kobayashi	   S,	   Bronk	   SF,	   et	   al.	   2007.	   Mir-­‐29	   regulates	   Mcl-­‐1	   protein	  
expression	  and	  apoptosis.	  Oncogene	  26:6133–40.	  
136.	  Metzler	  M,Wilda	  M,	  Busch	  K,	   et	   al.	   2004.	  High	  expression	  of	  precursor	  microRNA-­‐
155/BIC	  RNA	  in	  children	  with	  Burkitt	  lymphoma.	  Genes	  Chrom.	  Cancer	  39:167–69.	  
137.	  Kluiver	  J,	  Poppema	  S,	  de	  Jong	  D,	  et	  al.	  2005.	  BIC	  and	  miR-­‐155	  are	  highly	  expressed	  in	  
Hodgkin,	  primary	  mediastinal	  and	  diffuse	  large	  B	  cell	  lymphomas.	  J.	  Pathol.	  207:243–49.	  
138.	  TamW,	  Hughes	  SH,	  Hayward	  WS,	  Besmer	  P.	  2002.	  Avian	  bic,	  a	  gene	  isolated	  from	  a	  
common	   retroviral	   site	   in	   avian	   leukosis	   virus-­‐induced	   lymphomas	   that	   encodes	   a	  
noncoding	  RNA,	  cooperates	  with	  c-­‐myc	  in	  lymphomagenesis	  and	  erythroleukemogenesis.	  
J.	  Virol.	  76:4275–86.	  
139.	  Yanaihara	  N,	  Caplen	  N,	  Bowman	  E,	  et	  al.	  2006.	  Unique	  microRNA	  molecular	  profiles	  
in	  lung	  cancer	  diagnosis	  and	  prognosis.	  Cancer	  Cell	  9:189–98.	  
140.	  Iorio	  MV,	  Ferracin	  M,	  Liu	  CG,	  et	  al.	  2005.	  MicroRNA	  gene	  expression	  deregulation	  in	  
human	  breast	  cancer.	  Cancer	  Res.	  65:7065–70.	  
141.	  Calin	  GA,	  Ferracin	  M,	  Cimmino	  A,	  et	  al.	  2005.	  A	  microRNA	  signature	  associated	  with	  
prognosis	   and	  progression	   in	   chronic	   lymphocytic	   leukemia.	  N.	   Engl.	   J.	  Med.	   353:1793–
801.	  
142.	   Ciafre	   SA,	   Galardi	   S,	   Mangiola	   A,	   et	   al.	   2005.	   Extensive	   modulation	   of	   a	   set	   of	  
microRNAs	  in	  primary	  glioblastoma.	  Biochem.	  Biophys.	  Res.	  Commun.	  334:1351–58.	  
143.	   Volinia	   S,	   Calin	  G,	   Liu	   CG,	   et	   al.	   2006.	  A	  microRNA	  expression	   signature	   in	   human	  
solid	  tumors	  defines	  cancer	  targets.	  Proc.	  Natl.	  Acad.	  Sci.	  USA	  103:2257–61.	  
144.	  Meng	  F,	  Henson	  RH,	  Wehbe-­‐Janek	  H,	  et	  al.	  2007.	  MicroRNA-­‐21	  regulates	  expression	  
of	   the	   PTEN	   tumor	   suppressor	   gene	   in	   human	   hepatocellular	   cancer.	   Gastroenterology	  
133:647–58	  .	  
145.	  Chan	   JA,	  Krichevsky	  AM,	  Kosik	  KS.	  2005.	  MicroRNA-­‐21	   is	  an	  antiapoptotic	   factor	   in	  
human	  glioblastoma	  cells.	  Cancer	  Res.	  65:6029–33.	  
146.	   Frankel	   LB,	   Christoffersen	   NR,	   Jacobsen	   A,	   et	   al.	   2008.	   Programmed	   cell	   death	   4	  
(PDCD4)	  is	  an	  important	  functional	  target	  of	  the	  microRNA	  miR-­‐21	  in	  breast	  cancer	  cells.	  
J.	  Biol.	  Chem.	  283:1026–33.	  
147.	  Meng	  F,	  Henson	  R,	  Wehbe-­‐Janek	  H,	  et	  al.	  2007.	  MicroRNA-­‐21	  regulates	  expression	  of	  
the	   PTEN	   tumor	   suppressor	   gene	   in	   human	   hepatocellular	   cancer.	   Gastroenterology	  
133:647–58.	  
148.	  Ota	  A,	  Tagawa	  H,	  Karnan	  S,	  et	  al.	  2004.	  Identification	  and	  characterization	  of	  a	  novel	  
gene,	  C13orf25,	  as	  a	  target	  for	  13q31-­‐q32	  amplification	   in	  malignant	   lymphoma.	  Cancer	  
Res.	  64:3087–95.	  
149.	   Lu,	   JM,	   Thomson	   HY,Wong	   SM,	   et	   al.	   2007.	   Transgenic	   overexpression	   of	   the	  
microRNA	  miR-­‐17-­‐92	   cluster	   promotes	   proliferation	   and	   inhibits	   differentiation	   of	   lung	  
epithelial	  progenitor	  cells.	  Dev.	  Biol.	  310:442–53.	  
150.	  Ventura	  AG,	  Young	  MM,	  Winslow	  L,	  et	  al.	  2008.	  Targeted	  deletion	  reveals	  essential	  
and	  overlapping	  functions	  of	  the	  miR-­‐17∼92	  family	  of	  miRNA	  clusters.	  Cell	  132:875–86.	  
	   99	  
151.	   Xiao	   C,	   Srinivasan	   L,	   Calao	   DP,	   et	   al.	   2008.	   Lymphoproliferative	   disease	   and	  
autoimmunity	  in	  mice	  with	  elevated	  miR-­‐17-­‐92	  expression	  in	  lymphocytes.	  Nat.	  Immunol.	  
9:405–14.	  
152.	   Mendell	   JT.	   2008.	   miRiad	   roles	   for	   the	   miR-­‐17-­‐92	   cluster	   in	   development	   and	  
disease.	  Cell	  133:217–22.	  doi:10.1016/j.cell.2008.04.001.	  
153.	  Dews	  M,	  Homayouni	  A,	  Yu	  D,	  et	  al.	  2006.	  Augmentation	  of	  tumor	  angiogenesis	  by	  a	  
Myc-­‐activated	  microRNA	  cluster.	  Nat.	  Genet.	  38:1060–65.	  
154.	   O’Donnell	   KA,	   Wentzel	   EA,	   Zeller	   KI,	   et	   al.	   2005.	   c-­‐Myc-­‐regulated	   microRNAs	  
modulate	  E2F1	  expression.	  Nature	  435:839–43.	  
155.	  Siebolts	  U,	  Varnholt	  H,	  Drebber	  U,	  Dienes	  HP,	  Wickenhauser	  C,	  Odenthal	  M.	  Tissues	  
from	  routine	  pathology	  archives	  are	  suitable	  for	  microRNA	  analyses	  by	  quantitative	  PCR.	  J	  
Clin	  Pathol	  2009;62(1):84-­‐8.	  
156.	  Lu	  J,	  Getz	  G,	  Miska	  EA,	  Alvarez-­‐Saavedra	  E,	  Lamb	  J,	  Peck	  D,	  Sweet-­‐Cordero	  A,	  Ebert	  
BL,	   Mak	   RH,	   Ferrando	   AA,	   Downing	   JR,	   Jacks	   T,	   Horvitz	   HR,	   Golub	   TR.	   MicroRNA	  
expression	  profiles	  classify	  human	  cancers.	  Nature	  2005;435(7043):834-­‐8.	  
157.	  Yu	  SL,	  Chen	  HY,	  Chang	  GC,	  Chen	  CY,	  Chen	  HW,	  Singh	  S,	  Cheng	  CL,	  Yu	  CJ,	  Lee	  YC,	  Chen	  
HS,	  Su	  TJ,	  Chiang	  CC,	  Li	  HN,	  Hong	  QS,	  Su	  HY,	  Chen	  CC,	  Chen	  WJ,	  Liu	  CC,	  Chan	  WK,	  Chen	  
WJ,	   Li	   KC,	   Chen	   JJ,	   Yang	   PC.	   MicroRNA	   signature	   predicts	   survival	   and	   relapse	   in	   lung	  
cancer.	  Cancer	  Cell	  2008;13(1):48-­‐57.	  
158.	   Yanaihara	   N,	   Caplen	   N,	   Bowman	   E,	   Seike	   M,	   Kumamoto	   K,	   Yi	   M,	   Stephens	   RM,	  
Okamoto	  A,	  Yokota	  J,	  Tanaka	  T,	  Calin	  GA,	  Liu	  CG,	  Croce	  CM,	  Harris	  CC.	  Unique	  microRNA	  
molecular	  profiles	  in	  lung	  cancer	  diagnosis	  and	  prognosis.	  Cancer	  Cell	  2006;9(3):189-­‐98.	  
159.	  Busacca	  S,	  Germano	  S,	  De	  Cecco	  L,	  Rinaldi	  M,	  Comoglio	  F,	  Favero	  F,	  Murer	  B,	  Mutti	  L,	  
Pierotti	   M,	   Gaudino	   G.	  MicroRNA	   signature	   of	   malignant	   mesothelioma	   with	   potential	  
diagnostic	  and	  prognostic	  implications.	  Am	  J	  Respir	  Cell	  Mol	  Biol	  2010;42(3):312-­‐9.	  
160.	  Benjamin	  H,	  Lebanony	  D,	  Rosenwald	  S,	  Cohen	  L,	  Gibori	  H,	  Barabash	  N,	  Ashkenazi	  K,	  
Goren	  E,	  Meiri	  E,	  Morgenstern	  S,	  Perelman	  M,	  Barshack	  I,	  Goren	  Y,	  Edmonston	  TB,	  Chajut	  
A,	  Aharonov	  R,	  Bentwich	  Z,	  Rosenfeld	  N,	  Cohen	  D.	  A	  diagnostic	  assay	  based	  on	  microRNA	  
expression	   accurately	   identifies	   malignant	   pleural	   mesothelioma.	   J	   Mol	   Diagn	  
2010;12(6):771-­‐9.	  
161.	   Santarelli	   L,	   Strafella	   E,	   Staffolani	   S,	   Amati	   M,	   Emanuelli	   M,	   Sartini	   D,	   Pozzi	   V,	  
Carbonari	  D,	  Bracci	  M,	  Pignotti	  E,	  Mazzanti	  P,	  Sabbatini	  A,	  Ranaldi	  R,	  Gasparini	  S,	  Neuzil	  J,	  
Tomasetti	  M.	  Association	  of	  MiR-­‐126	  with	  soluble	  mesothelin-­‐related	  peptides,	  a	  marker	  
for	  malignant	  mesothelioma.	  PLoS	  One	  2011;6(4):e18232.	  
162.	   Gee	  GV,	   Koestler	   DC,	   Christensen	   BC,	   Sugarbaker	   DJ,	   Ugolini	   D,	   Ivaldi	   GP,	   Resnick	  
MB,	   Houseman	   EA,	   Kelsey	   KT,	  Marsit	   CJ.	   Downregulated	  microRNAs	   in	   the	   differential	  
diagnosis	  of	  malignant	  pleural	  mesothelioma.	  Int	  J	  Cancer	  2010;127(12):2859-­‐69.	  
163.	  Guled	  M,	   Lahti	   L,	   Lindholm	  PM,	   Salmenkivi	   K,	  Bagwan	   I,	  Nicholson	  AG,	  Knuutila	   S.	  
CDKN2A,	   NF2,	   and	   JUN	   are	   dysregulated	   among	   other	   genes	   by	   miRNAs	   in	   malignant	  
mesothelioma	   -­‐A	   miRNA	   microarray	   analysis.	   Genes	   Chromosomes	   Cancer	  
2009;48(7):615-­‐23.	  
164.	   Balatti	   V,	   Maniero	   S,	   Ferracin	   M,	   Veronese	   A,	   Negrini	   M,	   Ferrocci	   G,	   Martini	   F,	  
Tognon	   MG.	   MicroRNAs	   dysregulation	   in	   human	   malignant	   pleural	   mesothelioma.	   J	  
Thorac	  Oncol	  2011;6(5):844-­‐51.	  
165.	   Kirschner	  MB,	   Cheng	   YY,	   Badrian	   B,	   Kao	   SC,	   Creaney	   J,	   Edelman	   JJ,	   Armstrong	  NJ,	  
Vallely	  MP,	  Musk	  AW,	  Robinson	  BW,	  McCaughan	  BC,	  Klebe	  S,	  Mutsaers	  SE,	  van	  Zandwijk	  
N,	   Reid	   G.	   Increased	   circulating	   miR-­‐625-­‐3p:	   a	   potential	   biomarker	   for	   patients	   with	  
malignant	  pleural	  mesothelioma.	  J	  Thorac	  Oncol	  2012;7(7):1184-­‐91.	  
166.	  Weber	  DG,	   Johnen	  G,	  Bryk	  O,	   Jockel	  KH,	  Bruning	  T.	   Identification	  of	  miRNA-­‐103	   in	  
the	   cellular	   fraction	   of	   human	   peripheral	   blood	   as	   a	   potential	   biomarker	   for	  malignant	  
mesothelioma-­‐-­‐a	  pilot	  study.	  PLoS	  One	  2012;7(1):e30221.	  
	   100	  
167.	  Tomasetti	  M,	  Staffolani	  S,	  Nocchi	  L,	  Neuzil	  J,	  Strafella	  E,	  Manzella	  N,	  Mariotti	  L,	  Bracci	  
M,	   Valentino	   M,	   Amati	   M,	   Santarelli	   L.	   Clinical	   significance	   of	   circulating	   miR-­‐126	  
quantification	  in	  malignant	  mesothelioma	  patients.	  Clin	  Biochem	  2012;45(7-­‐8):575-­‐81.	  
168.	   Andersen	  M,	   Grauslund	  M,	  Muhammad-­‐Ali	  M,	   Ravn	   J,	   Sorensen	   JB,	   Andersen	   CB,	  
Santoni-­‐Rugiu	   E.	   Are	   differentially	   expressed	   microRNAs	   useful	   in	   the	   diagnostics	   of	  
malignant	  pleural	  mesothelioma?	  APMIS	  2012;120(9):767-­‐9.	  
169.	   Andersen	  M,	   Grauslund	  M,	  Muhammad-­‐Ali	  M,	   Ravn	   J,	   Sorensen	   JB,	   Andersen	   CB,	  
Santoni-­‐Rugiu	   E.	   Diagnostic	   potential	   of	   miR-­‐126,	   miR-­‐143,	   miR-­‐145	   and	   miR-­‐652	   in	  
malignant	   pleural	   mesothelioma.	   Laboratory	   of	   Molecular	   Pathology,	   Departments	   of	  
Thoracic	  Surgery	  Oncology	  and	  Pathology	  Rigshospitalet,	  Copenhagen	  University	  Hospital,	  
Blegdamsvej	  9,	  2100	  Copenhagen,	  Denmark.	  In	  press.	  
170.	  Soncin,	  F.,	  Mattot,	  V.,	  Lionneton,	  F.,	  Spruyt,	  N.,	  Lepretre,	  F.,	  Begue,	  A.,	  and	  Stehelin,	  
D.	  (2003)	  VE-­‐statin,	  an	  endothelial	  repressor	  of	  smooth	  muscle	  cell	  migration.	  EMBO	  J.	  22,	  
5700–5711.	  	  
171.	  Parker	  LH,	  Schmidt	  M,	  Jin	  SW,	  Gray	  AM,	  Beis	  D,	  Pham	  T,	  Frantz	  G,	  Palmieri	  S,	  Hillan	  K,	  
Stainier	   DY,	   De	   Sauvage	   FJ,	   Ye	   W:	   The	   endothelial-­‐cell-­‐derived	   secreted	   factor	   Egfl7	  
regulates	  vascular	  tube	  formation.	  Nature	  2004,	  428:754-­‐758.	  
172.	  Fitch	  MJ,	  Campagnolo	  L,	  Kuhnert	  F,	   Stuhlmann	  H:	  Egfl7,	  a	  novel	  epidermal	  growth	  
factor-­‐domain	  gene	  expressed	  in	  endothelial	  cells.	  Dev	  Dyn	  2004,	  230:316-­‐324.	  	  
173.	   Fish	   JE,	   Santoro	  MM,	  Morton	   SU,	   Yu	   S,	   Yeh	   RF,	  Wythe	   JD,	   Ivey	   KN,	   Bruneau	   BG,	  
Stainier	  DY,	   Srivastava	  D:	  miR-­‐126	   regulates	   angiogenic	   signaling	   and	   vascular	   integrity.	  
Dev	  Cell	  2008,	  15:272-­‐284.	  
174.	  van	  Solingen	  C,	  Seghers	  L,	  Bijkerk	  R,	  Duijs	  JM,	  Roeten	  MK,	  van	  Oeveren-­‐Rietdijk	  AM,	  
Baelde	   HJ,	   Monge	   M,	   Vos	   JB,	   de	   Boer	   HC,	   Quax	   PH,	   Rabelink	   TJ,	   van	   Zonneveld	   AJ:	  
Antagomir-­‐mediated	  silencing	  of	  endothelial	  cell	  specific	  microRNA-­‐126	  impairs	  ischemia-­‐
induced	  angiogenesis.	  J	  Cell	  Mol	  Med	  2009,	  13:1577-­‐1585.	  
175.	   Sun	   Y,	   Bai	   Y,	   Zhang	   F,	  Wang	  Y,	  Guo	  Y,	  Guo	   L:	  miR-­‐126	   inhibits	   non-­‐small	   cell	   lung	  
cancer	   cells	   proliferation	   by	   targeting	   EGFL7.	   Biochem	   Biophys	   Res	   Commun	   2009,	  
391:1483-­‐1489.	  
176.	   Saito	   Y,	   Friedman	   JM,	   Chihara	   Y,	   Egger	   G,	   Chuang	   JC,	   Liang	  G:	   Epigenetic	   therapy	  
upregulates	   the	   tumor	   suppressor	   microRNA-­‐126	   and	   its	   host	   gene	   EGFL7	   in	   human	  
cancer	  cells.	  Biochem	  Biophys	  Res	  Commun	  2009,	  379:726-­‐731.	  
177.	  Musiyenko	  A,	  Bitko	  V,	  Barik	  S:	  Ectopic	  expression	  of	  miR-­‐126*,	  an	  intronic	  product	  of	  
the	  vascular	  endothelial	  EGF-­‐like	  7	  gene,	  regulates	  prostein	  translation	  and	  invasiveness	  
of	  prostate	  cancer	  LNCaP	  cells.	  J	  Mol	  Med	  2008,	  86:313-­‐322.	  
178.	   Campagnolo	   L,	   Leahy	   A,	   Chitnis	   S,	   Koschnick	   S,	   Fitch	   MJ,	   Fallon	   JT,	   Loskutoff	   D,	  
Taubman	  MB,	  Stuhlmann	  H:	  EGFL7	   is	  a	  chemoattractant	   for	  endothelial	   cells	  and	   is	  up-­‐
regulated	  in	  angiogenesis	  and	  arterial	  injury.	  Am	  J	  Pathol	  2005,	  167:275-­‐284.	  
179.	   Campagnolo	   L,	   Moscatelli	   I,	   Pellegrini	   M,	   Siracusa	   G,	   Stuhlmann	   H:	   Expression	   of	  
EGFL7	  in	  primordial	  germ	  cells	  and	  in	  adult	  ovaries	  and	  testes.	  Gene	  Expr	  Patterns	  2008,	  
8:389-­‐396.	  
180.	   Schmidt	  MHH,	   Bicker	   F,	  Nikolic	   I,	  Meister	   J,	   Babuke	   T,	   Picuric	   S,	  Muller-­‐	   Esterl	  W,	  
Plate	   KH,	   Dikic	   I:	   Epidermal	   growth	   factor-­‐like	   domain	   7	   (EGFL7)	   modulates	   Notch	  
signalling	  and	  affects	  neural	  stem	  cell	  renewal.	  Nat	  Cell	  Biol	  2009,	  11:873-­‐880.	  
181.	  Schmidt	  M,	  Paes	  K,	  De	  Maziere	  A,	  et	  al.	  EGFL7	  regulates	  the	  collective	  migration	  of	  
endothelial	   cells	   by	   restricting	   their	   spatial	   distribution.	   Development.	  
2007;134(16):2913-­‐2923.	  	  	  
182.	   Nichol	   D.,	   Stuhlmann	   H.	   EGFL7	   a	   unique	   angiogenic	   signaling	   factor	   in	   vascular	  
development	  and	  disease.	  Review	  from	  Blood	  2012	  119:	  1345-­‐1352	  
183.	   Shane	   P.	   Helbert,	   Didier	   Y.R.	   	   Stainier.	   Molecular	   control	   of	   endothelial	   cell	  
behavviour	  during	  blood	  vessel	  morphogenesis.	  Rewiews.	  Focus	  on	  morphogenesis.	  
	   101	  
184.	   Benedito	   R,	   Roca	   C,	   Sorensen	   I,	   Adams	   S,	   Gossler	   A,	   Fruttiger	  M,	   Adams	   RH:	   The	  
notch	   ligands	   Dll4	   and	   Jagged1	   have	   opposing	   effects	   on	   angiogenesis.	   Cell	   2009,	  
137:1124-­‐1135.	  
185.	  Crawford	  Y,	  Ferrara	  N.	  VEGF	  inhibition:	  insights	  from	  preclinical	  and	  clinical	  studies.	  
Cell	  Tissue	  Res.	  	  
186.	  Wang,	  S.,	  Aurora,	  A.B.,	  Johnson,	  B.A.,	  Qi,	  X.,	  McAnally,	  J.,	  Hill,	  J.A.,	  Richardson,	  J.A.,	  
Bassel-­‐Duby,	   R.,	   and	   Olson,	   E.N.	   (2008)	   The	   endothelial-­‐specific	   microRNA	   miR-­‐126	  
governs	  vascular	  integrity	  and	  angiogenesis.	  Dev.	  Cell	  15,	  261–271.	  
187.	   Fish,	   J.E.,	   Santoro,	   M.M.,	   Morton,	   S.U.,	   Yu,	   S.,	   Yeh,	   R.F.,	   Wythe,	   J.D.,	   Ivey,	   K.N.,	  
Bruneau,	   B.G.,	   Stainier,	   D.Y.,	   and	   Srivastava,	   D.	   (2008)	   miR-­‐126	   regulates	   angiogenic	  
signaling	  and	  vascular	  integrity.	  Dev.	  Cell	  15,	  272–284.	  	  	  
188.	  Musiyenko,	   A.,	   Bitko,	   V.,	   and	   Barik,	   S.	   (2008)	   Ectopic	   expression	   of	   miR-­‐126*,	   an	  
intronic	  product	  of	  the	  vascular	  endothelial	  EGF-­‐like	  7	  gene,	  regulates	  prostein	  translation	  
and	  invasiveness	  of	  prostate	  cancer	  LNCaP	  cells.	  J.	  Mol.	  Med.	  86,	  313–322.	  	  	  	  	  
189.	   Harris,	   T.A.,	   Yamakuchi,	  M.,	   Ferlito,	  M.,	  Mendell,	   J.T.,	   and	   Lowenstein,	   C.J.	   (2008)	  
MicroRNA-­‐126	   regulates	   endothelial	   expression	   of	   vascular	   cell	   adhesion	   molecule	   1.	  
Proc.	  Natl.	  Acad.	  Sci.	  U.	  S.	  A.	  105,	  1516–1521.	  	  	  	  	  
190.	  Landgraf,	  P.,	  Rusu,	  M.,	  Sheridan,	  R.,	  Sewer,	  A.,	  Iovino,	  N.,	  Aravin,	  A.,	  Pfeffer,	  S.,	  Rice,	  
A.,	  Kamphorst,	  A.O.,	  Landthaler,	  M.,	  Lin,	  C.,	  Socci,	  N.D.,	  Hermida,	  L.,	  Fulci,	  V.,	  Chiaretti,	  S.,	  
Foa,	  R.,	  Schliwka,	  J.,	  Fuchs,	  U.,	  Novosel,	  A.,	  Muller,	  R.U.,	  Schermer,	  B.,	  Bissels,	  U.,	  Inman,	  
J.,	   Phan,	  Q.,	  Chien,	  M.,	  Weir,	  D.B.,	  Choksi,	  R.,	  De	  Vita,	  G.,	   Frezzetti,	  D.,	   Trompeter,	  H.I.,	  
Hornung,	  V.,	  Teng,	  G.,	  Hartmann,	  G.,	  Palkovits,	  M.,	  Di	  Lauro,	  R.,	  Wernet,	  P.,	  Macino,	  G.,	  
Rogler,	   C.E.,	   Nagle,	   J.W.,	   Ju,	   J.,	   Papavasiliou,	   F.N.,	   Benzing,	   T.,	   Lichter,	   P.,	   Tam,	   W.,	  
Brownstein,	  M.J.,	  Bosio,	  A.,	  Borkhardt,	  A.,	  Russo,	  J.J.,	  Sander,	  C.,	  Zavolan,	  M.,	  and	  Tuschl,	  
T.	   (2007)	   A	   mammalian	   microRNA	   expression	   atlas	   based	   on	   small	   RNA	   library	  
sequencing.	  Cell	  129,	  1401–1414.	  	  	  
191.	   Liu,	  B.,	  Peng,	  X.C.,	   Zheng,	  X.L.,	  Wang,	   J.,	   and	  Qin,	  Y.W.	   (2009)	  MiR-­‐126	   restoration	  
down-­‐regulate	  VEGF	  and	  inhibit	  the	  growth	  of	   lung	  cancer	  cell	   lines	   in	  vitro	  and	  in	  vivo.	  
Lung	  Cancer	  66,	  169–175.	  	  	  	  	  	  
192.	   Izzotti,	   A.,	   Calin,	   G.A.,	   Arrigo,	   P.,	   Steele,	   V.E.,	   Croce,	   C.M.,	   and	  De	   Flora,	   S.	   (2009)	  
Downregulation	  of	  microRNA	  expression	  in	  the	  lungs	  of	  rats	  exposed	  to	  cigarette	  smoke.	  
FASEB	  J.	  23,	  806-­‐812.	  
193.	   Monteys,	   A.M.,	   Spengler,	   R.M.,	   Wan,	   J.,	   Tecedor,	   L.,	   Lennox,	   K.A.,	   Xing,	   Y.,	   and	  
Davidson,	  B.L.	   (2010)	   Structure	  and	  activity	  of	  putative	   intronic	  miRNA	  promoters.	  RNA	  
16,	  495–505.	  
194.	  Hussain,	  S.P.	  and	  Harris,	  C.C.	   (2007)	   Inflammation	  and	  cancer:	  an	  ancient	   link	  with	  
novel	  potentials.	  Int.	  J.	  Cancer	  121,	  2373–2380.	  
195.	  Wu,	  F.,	  Zikusoka,	  M.,	  Trindade,	  A.,	  Dassopoulos,	  T.,	  Harris,	  M.L.,	  Bayless,	  T.M.,	  Brant,	  
S.R.,	   Chakravarti,	   S.,	   and	   Kwon,	   J.H.	   (2008)	   MicroRNAs	   are	   differentially	   expressed	   in	  
ulcerative	   colitis	   and	   alter	   expression	   of	   macrophage	   inflammatory	   peptide-­‐2	   alpha.	  
Gastroenterology	  135,	  1624–1635.e24.	  
196.	  Fish,	   J.E.	  and	  Srivastava,	  D.	   (2009)	  MicroRNAs:	  opening	  a	  new	  vein	   in	  angiogenesis	  
research.	  Sci.	  Signal.	  2,	  pe1.	  
197.	   Kuhnert,	   F.,	  Mancuso,	  M.R.,	  Hampton,	   J.,	   Stankunas,	   K.,	  Asano,	   T.,	   Chen,	  C.Z.,	   and	  
Kuo,	   C.J.	   (2008)	   Attribution	   of	   vascular	   phenotypes	   of	   the	   murine	   Egfl7	   locus	   to	   the	  
microRNA	  miR-­‐126.	  Development	  135,	  3989–3993.	  	  
198.	   Nikolic,	   I.,	   Plate,	   K.H.,	   and	   Schmidt,	   M.H.	   (2010)	   EGFL7	   meets	   miRNA-­‐126:	   an	  
angiogenesis	  alliance.	  J.	  Angiogenes	  Res.	  2,	  9.	  
199.	   Liu,	  B.,	  Peng,	  X.C.,	   Zheng,	  X.L.,	  Wang,	   J.,	   and	  Qin,	  Y.W.	   (2009)	  MiR-­‐126	   restoration	  
down-­‐regulate	  VEGF	  and	  inhibit	  the	  growth	  of	   lung	  cancer	  cell	   lines	   in	  vitro	  and	  in	  vivo.	  
Lung	  Cancer	  66,	  169–175.	  	  
	   102	  
200.	  T	  Sasahira,	  M	  Kurihara,	  UK	  Bhawal1,	  N	  Ueda,	  T	  Shimomoto,	  K	  Yamamoto,	  T	  Kirita2	  
and	   H	   Kuniyasu,	   (	   2012)	   	   Downregulation	   of	   miR-­‐126	   induces	   angiogenesis	   and	  
lymphangiogenesis	  by	  activation	  of	  VEGF-­‐A	  in	  oral	  cancer.	  British	  Journal	  of	  Cancer	  (2012)	  
107,	  700–706.	  
201.	  S.F.	  Tavazoie,	  C.	  Alarcon,	  T.	  Oskarsson,	  D.	  Padua,	  Q.	  Wang,	  P.D.	  Bos,	  W.L.	  Gerald,	  J.	  
Massague,	   Endogenous	   human	   microRNAs	   that	   suppress	   breast	   cancer	   metastasis,	  
Nature	  451	  (2008)	  147–152.	  
202.	   J.	   Zhang,	   Y.Y.	   Du,	   Y.F.	   Lin,	   Y.T.	   Chen,	   L.	   Yang,	   H.J.	   Wang,	   D.	   Ma,	   The	   cell	   growth	  
suppressor,	  mir-­‐126,	  targets	  IRS-­‐1,	  Biochem.	  Biophys.	  Res.	  Commun.	  (2008).	  	  
203	  	  	   	   	   	  Feng,	  R.,	  Chen,	  X.,	  Yu,	  Y.,	  Su,	  L.,	  Yu,	  B.,	  Li,	  J.,	  Cai,	  Q.,	  Yan,	  M.,	  Liu,	  B.,	  and	  Zhu,	  Z.	  
(2010)	  miR-­‐126	   functions	  as	  a	   tumour	   suppressor	   in	  human	  gastric	   cancer.	  Cancer	  Lett.	  
298,	  50–63.	  
204.	   X.	   Wang,	   S.	   Tang,	   S.Y.	   Le,	   R.	   Lu,	   J.S.	   Rader,	   C.	   Meyers,	   Z.M.	   Zheng,	   Aberrant	  
expression	  of	  oncogenic	  and	  tumor-­‐suppressive	  microRNAs	  in	  cervical	  cancer	  is	  required	  
for	  cancer	  cell	  growth,	  PLoS	  ONE	  3	  (2008)	  e2557.	  
205.	  W.F.	   Shen,	   Y.L.	  Hu,	   L.	  Uttarwar,	   E.	   Passegue,	   C.	   Largman,	  MicroRNA-­‐126	   regulates	  
HOXA9	  by	  binding	  to	  the	  homeobox,	  Mol.	  Cell	  Biol.	  28	  (2008)	  4609–	  4619.	  
206.	  Guo,	  C.,	  Sah,	   J.F.,	  Beard,	  L.,	  Willson,	   J.K.,	  Markowitz,	  S.D.,	  and	  Guda,	  K.	   (2008)	  The	  
noncoding	   RNA,	   miR-­‐126,	   suppresses	   the	   growth	   of	   neoplastic	   cells	   by	   targeting	  
phosphatidylinositol	   3-­‐kinase	   signaling	   and	   is	   frequently	   lost	   in	   colon	   cancers.	   Genes	  
Chromosomes	  Cancer	  47,	  939–946.	  	  
207.	  Li,	  X.,	  Shen,	  Y.,	  Ichikawa,	  H.,	  Antes,	  T.,	  and	  Goldberg,	  G.S.	  (2009)	  Regulation	  of	  miRNA	  
expression	   by	   Src	   and	   contact	   normalization:	   effects	   on	   nonanchored	   cell	   growth	   and	  
migration.	  Oncogene	  28,	  4272–4283.	  	  
208.	   Birge,	   R.B.,	   Kalodimos,	   C.,	   Inagaki,	   F.,	   and	   Tanaka,	   S.	   (2009)	   Crk	   and	   CrkL	   adaptor	  
proteins:	   networks	   for	   physiological	   and	  pathological	   signaling.	   Cell	   Commun.	   Signal.	   7,	  
13.	  
209.	   Kaira	   K,	   Oriuchi	   N,	   Takahashi	   T,	   Nakagawa	   K,	   Ohde	   Y,	   Okumura	   T,	   Murakami	   H,	  
Shukuya	  T,	  Kenmotsu	  H,	  Naito	  T,	  Kanai	  Y,	  Endo	  M,	  Kondo	  H,	  Nakajima	  T,	  Yamamoto	  N.	  L-­‐
type	   amino	   acid	   transporter	   1	   (LAT1)	   expression	   in	   malignant	   pleural	   mesothelioma.	  
Anticancer	  Res	  2011;31(12):4075-­‐82.	  
210.	   Jeannette	  Meister	  and	  Mirko	  H.H.	  Schmidt	  miR-­‐126	  and	  miR-­‐126*:	  New	  Players	   in	  
Cancer	  Mini-­‐Review	  TheScientific	  World	  JOURNAL	  (2010)	  10,	  2090–2100.	  
211.	  Bergers,	  G.	  and	  Hanahan,	  D.	  (2008)	  Modes	  of	  resistance	  to	  anti-­‐angiogenic	  therapy.	  
Nat.	  Rev.	  Cancer	  8,	  592–603.	  	  
212.	  Frommer	  M,	  McDonald	  LE,	  Millar	  DS,	  Collis	  CM,	  Watt	  F,	  Grigg	  GW,	  Molloy	  PL,	  Paul	  
CL.	   A	   genomic	   sequencing	   protocol	   that	   yields	   a	   positive	   display	   of	   5-­‐methylcytosine	  
residues	  in	  individual	  DNA	  strands.	  Proc	  Natl	  Acad	  Sci	  U	  S	  A.	  1992;89(5):1827-­‐31.	  
213.	   Schmittgen	   T.D.,	   Livak	   K.	   J	   –	   Analyzing	   real-­‐time	   PCR	   data	   by	   the	   comparativr	   Ct	  
method.	  Nature	  protocols,	  volu.3	  –N0.6,	  2008.	  
	  	  	  	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
